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NOVEL NUCLEIC ACIDS AND POLYPEPTIDES 

1. CROSS REFERENCE TO RELATED APPLICATIONS 

This application claims the priority benefit of U.S. Provisional Application Serial No. 
5 60/416,186 filed October 2, 2002 entitled "Novel Nucleic Acids and Polypeptides" , which 
contains material previously disclosed in the following applications: U.S. Application Serial 
No. 10/084,643 filed February 26, 2002 entitled "Novel Nucleic Acids and Polypeptides", 
Attorney Docket No. 21272-502; PCT Application Serial No. PCT/US00/35017 filed 
December 22, 2000 entitled "Novel Contigs Obtained from Various Libraries", Attorney 

10 Docket No. 784CIP3A/PCT; PCT Application Serial No. PCT/US01/02623 filed January 25, 
2001 entitled "Novel Contigs Obtained from Various Libraries", Attorney Docket No. 
785CIP3/PCT; PCT Application Serial No. PCT/US0 1/03 800 filed February 5, 2001 entitled 
"Novel Contigs Obtained from Various Libraries", Attorney Docket No. 787CIP3/PCT; PCT 
Application Serial No. PCT/US0 1/04927 filed February 26, 2001 entitled "Novel Contigs 

1 5 Obtained from Various Libraries", Attorney Docket No. 788C3P3/PCT; PCT Application 
Serial No. PCT/US0 1/04941 filed March 5, 2001 entitled "Novel Contigs Obtained from 
Various Libraries", Attorney Docket No. 789CIP3/PCT; PCT Application Serial No. 
PCT/US0 1/08631 filed March 30, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 790CIP3/PCT; PCT Application Serial No. 

20 PCT/US01/08656 filed April 1 8, 2001 entitled "Novel Contigs Obtained from Various 
Libraries", Attorney Docket No. 791CIP3/PCT; all of which are incorporated herein by 
reference in their entirety. 

2. BACKGROUND OF THE INVENTION 

25 

2.1 TECHNICAL FIELD 

The present invention provides novel polynucleotides and proteins encoded by such 
polynucleotides, along with uses for these polynucleotides and proteins, for example in 
therapeutic, diagnostic and research methods. 



2.2 BACKGROUND 

Technology aimed at the discovery of protein factors (including e.g., cytokines, such 
as lymphokines, interferons, circulating soluble factors, chemokines, and interleukins) has 
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matured rapidly over the past decade. The now routine hybridization cloning and expression 
cloning techniques clone novel polynucleotides "directly" in the sense that they rely on 
information directly related to the discovered protein (i.e., partial DNA/amino acid sequence 
of the protein in the case of hybridization cloning; activity of the protein in the case of 
5 expression cloning). More recent "indirect" cloning techniques such as signal sequence 
cloning, which isolates DNA sequences based on the presence of a now well-recognized 
secretory leader sequence motif, as well as various PCR-based or low stringency 
hybridization-based cloning techniques, have advanced the state of the art by making 
available large numbers of DNA/amino acid sequences for proteins that are known to have 

10 biological activity, for example, by virtue of their secreted nature in the case of leader 
sequence cloning, by virtue of their cell or tissue source in the case of PCR-based 
techniques, or by virtue of structural similarity to other genes of known biological activity. 

Identified polynucleotide and polypeptide sequences have numerous applications in, 
for example, diagnostics, forensics, gene mapping; identification of mutations responsible 

1 5 for genetic disorders or other traits, to assess biodiversity, and to produce many other types 
of data and products dependent on DNA and amino acid sequences. 

3. SUMMARY OF THE INVENTION 

The compositions of the present invention include novel isolated polypeptides, novel 
20 isolated polynucleotides encoding such polypeptides, including recombinant DNA molecules, 
cloned genes or degenerate variants thereof, especially naturally occurring variants such as 
allelic variants, antisense polynucleotide molecules, and antibodies that specifically recognize 
one or more epitopes present on such polypeptides, as well as hybridomas producing such 
antibodies. 

25 The compositions of the present invention additionally include vectors, including 

expression vectors, containing the polynucleotides of the invention, cells genetically engineered 
to contain such polynucleotides and cells genetically engineered to express such 
polynucleotides. 

The present invention relates to a collection or library of at least one novel nucleic acid 
30 sequence assembled from expressed sequence tags (ESTs) isolated mainly by sequencing by 
hybridization (SBH), and in some cases, sequences obtained from one or more public 
databases. The invention relates also to the proteins encoded by such polynucleotides, along 
with therapeutic, diagnostic and research utilities for these polynucleotides and proteins. These 
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nucleic acid sequences are designated as SEQ ID NO: 1-684, or 1369-1966 and are provided in 
the Sequence Listing. In the nucleic acids provided in the Sequence Listing, A is adenine; C is 
cytosine; G is guanine; T is thymine; and N is any of the four bases or unknown. In the amino 
acids provided in the Sequence Listing, an asterisk (*) corresponds to the stop codon. 
5 The nucleic acid sequences of the present invention also include, nucleic acid sequences 

that hybridize to the complement of SEQ ID NO: 1-684, or 1369-1966 under stringent 
hybridization conditions; nucleic acid sequences which are allelic variants or species 
homologues of any of the nucleic acid sequences recited above, or nucleic acid sequences that 
encode a peptide comprising a specific domain or truncation of the peptides encoded by SEQ 
10 ID NO: 1-684, or 1369-1966. A polynucleotide comprising a nucleotide sequence having at 
least 90% identity to an identifying sequence of SEQ ID NO: 1-684, or 1369-1966 or a 
degenerate variant or fragment thereof. The identifying sequence can be 100 base pairs in 
length. 

The nucleic acid sequences of the present invention also include the sequence 

15 information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

sequence information can be a segment of any one of SEQ ID NO: 1 -684, or 1 369- 1 966 that 
uniquely identifies or represents the sequence information of SEQ ID NO: 1-684, or 1369-1966. 

A collection as used in this application can be a collection of only one polynucleotide. 
The collection of sequence information or identifying information of each sequence can be 

20 provided on a nucleic acid array . In one embodiment, segments of sequence information are 
provided on a nucleic acid array to detect the polynucleotide that contains the segment. The 
array can be designed to detect full-match or mismatch to the polynucleotide that contains the 
segment. The collection can also be provided in a computer-readable format. 

This invention also includes the reverse or direct complement of any of the nucleic acid 

25 sequences recited above; cloning or expression vectors containing the nucleic acid sequences; 
and host cells or organisms transformed with these expression vectors. Nucleic acid sequences 
(or their reverse or direct complements) according to the invention have numerous applications 
in a variety of techniques known to those skilled in the art of molecular biology, such as use as 
hybridization probes, use as primers for PCR, use in an array, use in computer-readable media, 

30 use in sequencing full-length genes, use for chromosome and gene mapping, use in the 

recombinant production of protein, and use in the generation of anti-sense DNA or RNA, their 
chemical analogs and the like. 



f 
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In a preferred embodiment, the nucleic acid sequences ofSEQ ID NO: 1-684, or 1369- 
1966 or novel segments or parts of the nucleic acids of the invention are used as primers in 
expression assays that are well known in the art In a particularly preferred embodiment, the 
nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966 or novel segments or parts of the 
5 nucleic acids provided herein are used in diagnostics for identifying expressed genes or, as well 
known in the art and exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed 
sequence tags for physical mapping of the human genome. 

The isolated polynucleotides of the invention include, but are not limited to, a 
polynucleotide comprising any one of the nucleotide sequences set forth in SEQ ID NO: 1-684, 

10 or 1369-1966; a polynucleotide comprising any of the full length protein coding sequences of 
SEQ ID NO: 1-684, or 1369-1966; and a polynucleotide comprising any of the nucleotide 
sequences of the mature protein coding sequences of SEQ ID NO: 1-684, or 1369-1966. The 
polynucleotides of the present invention also include, but are not limited to, a polynucleotide 
that hybridizes under stringent hybridization conditions to (a) the complement of any one of the 

1 5 nucleotide sequences set forth in SEQ ID NQ: 1-684, or 1369-1966; (b) a nucleotide sequence 
encoding any one of the amino acid sequences set forth in SEQ ID NO: 1-684, or 1369-1966; 
(c) a polynucleotide which is an allelic variant of any polynucleotides recited above; (d) a 
polynucleotide which encodes a species homologue (e.g. orthologs) of any of the proteins 
recited above; or (e) a polynucleotide that encodes a polypeptide comprising a specific domain 

20 or truncation of any of the polypeptides comprising an amino acid sequence set forth in SEQ ID 
NO: 685-1 368, or 1 967-2564, or Tables 3 A, 3B, 5, 7, or 8. 

The isolated polypeptides of the invention include, but are not limited to, a polypeptide 
comprising any of the amino acid sequences set forth in the Sequence Listing; or the 
corresponding full length or mature protein. Polypeptides of the invention also include 

25 polypeptides with biological activity that are encoded by (a) any of the polynucleotides having 
a nucleotide sequence set forth in SEQ ID NO: 1-684, or 1369-1966; or (b) polynucleotides that 
hybridize to the complement of the polynucleotides of (a) under stringent hybridization 
conditions. Biologically active variants of any of the polypeptide sequences in the Sequence 
Listing, and "substantial equivalents" thereof (e.g., with at least about 65%, 70%, 75%, 80%, 

30 85%, 90%, 95%, 98% or 99% amino acid sequence identity) that preferably retain biological 
activity are also contemplated. The polypeptides of the invention may be wholly or partially 
chemically synthesized but are preferably produced by recombinant means using the genetically 
engineered cells (e.g. host cells) of the invention. 
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The invention also provides compositions comprising a polypeptide of the invention. 
Polypeptide compositions of the invention may farther comprise an acceptable carrier, such 
as a hydrophilic, e.g., pharmaceutically acceptable, carrier. 

The invention also provides host cells transformed or transfected with a 
5 polynucleotide of the invention. 

The invention also relates to methods for producing a polypeptide of the invention 
comprising growing a culture of the host cells of the invention in a suitable culture medium 
under conditions permitting expression of the desired polypeptide, and purifying the 
polypeptide from the culture or from the host cells. Preferred embodiments include those in 
10 which the protein produced by such processes is a mature form of the protein. 

Polynucleotides according to the invention have numerous applications in a variety 
of techniques known to those skilled in the art of molecular biology. These techniques 
include use as hybridization probes, use as oligomers, or primers, for PCR, use for 
chromosome and gene mapping, use in the recombinant production of protein, and use in 
15 generation of anti-sense DNA or RNA, their chemical analogs and the like. For example, 
when the expression of an mRNA is largely restricted to a particular cell or tissue type, 
polynucleotides of the invention can be used as hybridization probes to detect the presence 
of the particular cell or tissue mRNA in a sample using, e.g., in situ hybridization. 

In other exemplary embodiments, the polynucleotides are used in diagnostics as 
20 expressed sequence tags for identifying expressed genes or, as well known in the art and 
exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed sequence tags for 
physical mapping of the human genome. 

The polypeptides according to the invention can be used in a variety of conventional 
procedures and methods that are currently applied to other proteins. For example, a 
25 polypeptide of the invention can be used to generate an antibody that specifically binds the 
polypeptide. Such antibodies, particularly monoclonal antibodies, are useful for detecting or 
quantitating the polypeptide in tissue. The polypeptides of the invention can also be used as 
molecular weight markers, and as a food supplement. 

Methods are also provided for preventing, treating, or ameliorating a medical 
30 condition which comprises the step of administering to a mammalian subject a 

therapeutically effective amount of a composition comprising a polypeptide of the present 
invention and a pharmaceutically acceptable carrier. 
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In particular, the polypeptides and polynucleotides of the invention can be utilized, 
for example, in methods for the prevention and/or treatment of disorders involving aberrant 
protein expression or biological activity. 

The present invention further relates to methods for detecting the presence of the 
5 polynucleotides or polypeptides of the invention in a sample. Such methods can, for 

example, be utilized as part of prognostic and diagnostic evaluation of disorders as recited 
herein and for the identification of subjects exhibiting a predisposition to such conditions. 
The invention provides a method for detecting the polynucleotides of the invention in a 
sample, comprising contacting the sample with a compound that binds to and forms a 

1 0 complex with the polynucleotide of interest for a period sufficient to form the complex and 
under conditions sufficient to form a complex and detecting the complex such that if a 
complex is detected, the polynucleotide of interest is detected. The invention also provides a 
method for detecting the polypeptides of the invention in a sample comprising contacting the 
sample with a compound that binds to and forms a complex with the polypeptide under 

1 5 conditions and for a period sufficient to form the complex and detecting the formation of the 
complex such that if a complex is formed, the polypeptide is detected. 

The invention also provides kits comprising polynucleotide probes and/or 
monoclonal antibodies, and optionally quantitative standards, for carrying out methods of the 
invention. Furthermore, the invention provides methods for evaluating the efficacy of drugs, 

20 and monitoring the progress of patients, involved in clinical trials for the treatment of 
disorders as recited above. 

The invention also provides methods for the identification of compounds that 
modulate (i.e., increase or decrease) the expression or activity of the polynucleotides and/or 
polypeptides of the invention. Such methods can be utilized, for example, for the 

25 identification of compounds that can ameliorate symptoms of disorders as recited herein. 
Such methods can include, but are not limited to, assays for identifying compounds and 
other substances that interact with bind to) the polypeptides of the invention. The 
invention provides a method for identifying a compound that binds to the polypeptides of the 
invention comprising contacting the compound with a polypeptide of the invention in a cell 

30 for a time sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a reporter gene sequence in the cell; and detecting the complex by detecting 
the reporter gene sequence expression such that if expression of the reporter gene is detected 
the compound that binds to a polypeptide of the invention is identified. 
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The methods of the invention also provide methods for treatment which involve the 
administration of the polynucleotides or polypeptides of the invention to individuals 
exhibiting symptoms or tendencies. In addition, the invention encompasses methods for 
treating diseases or disorders as recited herein comprising administering compounds and 
5 other substances that modulate the overall activity of the target gene products. Compounds 
and other substances can affect such modulation either on the level of target gene/protein 
expression or target protein activity. 

The polypeptides of the present invention and the polynucleotides encoding them are 
also useful for the same functions known to one of skill in the art as the polypeptides and 
1 0 polynucleotides to which they have homology (set forth in Tables 2A and 2B); for which 
they have a signature region (as set forth in Tables 3 A and 3B); or for which they have 
homology to a gene family (as set forth in Tables 4A and 4B). If no homology is set forth 
for a sequence, then the polypeptides and polynucleotides of the present invention are useful 
for a variety of applications, as described herein, including use in arrays for detection. 

15 

4. DETAILED DESCRIPTION OF THE INVENTION 



4.1 DEFINITIONS 

It must be noted that as used herein and in the appended claims, the singular forms 
20 "a", "an" and "the" include plural references unless the context clearly dictates otherwise. 

The term "active" refers to those forms of the polypeptide which retain the biologic 
and/or immunologic activities of any naturally occurring polypeptide. According to the 
invention, the terms "biologically active" or "biological activity" refer to a protein or peptide 
having structural, regulatory or biochemical functions of a naturally occurring molecule. 
25 Likewise "immunologically active" or "immunological activity" refers to the capability of 
the natural, recombinant or synthetic polypeptide to induce a specific immune response in 
appropriate animals or cells and to bind with specific antibodies. 

The term "activated cells" as used in this application are those cells which are 
engaged in extracellular or intracellular membrane trafficking, including the export of 
30 secretory or enzymatic molecules as part of a normal or disease process. 

The terms "complementary" or "complementarity" refer to the natural binding of 
polynucleotides by base pairing. For example, the sequence 5'-AGT-3' binds to the 
complementary sequence 3'-TCA-5\ Complementarity between two single-stranded 



WO 2004/080148 



PCT/US2003/030720 



molecules may be partial" such that only certain portion(s) of the nucleic acids bind or it 
may be "complete" such that total complementarity exists between the single stranded 
molecules. The degree of complementarity between the nucleic acid strands has significant 
effects on the efficiency and strength of the hybridization between the nucleic acid strands. 
5 The term "embryonic stem cells (ES)" refers to a cell that can give rise to many 

differentiated cell types in an embryo or an adult, including the germ cells. The term "germ 
line stem cells (GSCs)" refers to stem cells derived from primordial stem cells that provide a 
steady and continuous source of germ cells for the production of gametes. The term 
"primordial germ cells (PGCs)" refers to a small population of cells set aside from other cell 
1 0 lineages particularly from the yolk sac, mesenteries, or gonadal ridges during embryogenesis 
that have the potential to differentiate into germ cells and other cells. PGCs are the source 
from which GSCs and ES cells are derived. The PGCs, the GSCs and the ES cells are 
capable of self-renewal. Thus these cells not only populate the germ line and give rise to a 
plurality of terminally differentiated cells that comprise the adult specialized organs, but are 
1 5 able to regenerate themselves. 

The term "expression modulating fragment," EMF, means a series of nucleotides 
which modulates the expression of an operably linked ORF or another EMF. 

As used herein, a sequence is said to "modulate the expression of an operably linked 
sequence" when the expression of the sequence is altered by the presence of the EMF. 
20 EMFs include, but are not limited to, promoters, and promoter modulating sequences 
(inducible elements). One class of EMFs are nucleic acid fragments which induce the 
expression of an operably linked ORF in response to a specific regulatory factor or 
physiological event. 

The terms "nucleotide sequence" or "nucleic acid" or "polynucleotide" or 
25 "oligonucleotide" are used interchangeably and refer to a heteropolymer of nucleotides or 
the sequence of these nucleotides. These phrases also refer to DNA or RNA of genomic or 
synthetic origin which may be single-stranded or double-stranded and may represent the 
sense or the antisense strand, to peptide nucleic acid (PNA) or to any DNA-like or RNA-like 
material. In the sequences herein A is adenine, C is cytosine, T is thymine, G is guanine and 
30 N is A, C, G, or T (U) or unknown. It is contemplated that where the polynucleotide is 
RNA, the T (thymine) in the sequences provided herein is substituted with U (uracil). 
Generally, nucleic acid segments provided by this invention may be assembled from 
fragments of the genome and short oligonucleotide linkers, or from a series of 
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oligonucleotides, or from individual nucleotides, to provide a synthetic nucleic acid which is 
capable of being expressed in a recombinant transcriptional unit comprising regulatory 
. elements derived from a microbial or viral operon, or a eukaryotic gene. 

The terms "oligonucleotide fragment" or a "polynucleotide fragment", "portion," or 
5 "segment" or "probe" or "primer" are used interchangeably and refer to a sequence of 
nucleotide residues which are at least about 5 nucleotides, more preferably at least about 7 
nucleotides, more preferably at least about 9 nucleotides, more preferably at least about 1 1 
nucleotides and most preferably at least about 17 nucleotides. The fragment is preferably 
less than about 500 nucleotides, preferably less than about 200 nucleotides, more preferably 

10 less than about 100 nucleotides, more preferably less than about 50 nucleotides and most 
preferably less than 30 nucleotides. Preferably the probe is from about 6 nucleotides to 
about 200 nucleotides, preferably from about 15 to about 50 nucleotides, more preferably 
from about 17 to 30 nucleotides and most preferably from about 20 to 25 nucleotides. 
Preferably the fragments can be used in polymerase chain reaction (PCR), various 

1 5 hybridization procedures or microarray procedures to identify or amplify identical or related 
parts of mRNA or DNA molecules. A fragment or segment may uniquely identify each 
polynucleotide sequence of the present invention. Preferably the fragment comprises a 
sequence substantially similar to any one of SEQ ID NO: 1-684, or 1369-1966. 

Probes may, for example, be used to determine whether specific mRNA molecules 

20 are present in a cell or tissue or to isolate similar nucleic acid sequences from chromosomal 
DNA as described by Walsh et al (Walsh, P.S. et ah, 1992, PCR Methods Appl 1:241-250). 
They may be labeled by nick translation, Klenow fill-in reaction, PCR, or other methods 
well known in the art. Probes of the present invention, their preparation and/or labeling are 
elaborated in Sambrook, J. et al., 1989, Molecular Cloning: A Laboratory Manual, Cold 

25 Spring Harbor Laboratory, NY; or Ausubel, F.M. et al., 1989, Current Protocols in 

Molecular Biology, John Wiley & Sons, New York NY, both of which are incorporated 
herein by reference in their entirety. 

The nucleic acid sequences of the present invention also include the sequence 
information from the nucleic acid sequences of SEQ ID NO: 1-684, or 1369-1966. The 

30 sequence information can be a segment of any one of SEQ ID NO: 1-684, or 1369-1966 that 
uniquely identifies or represents the sequence information of that sequence of SEQ ID NO: 
1-684, or 1369-1966, or those segments identified in Tables 3A, 3B, 5, 7, or 8. One such 
segment can be a twenty-mer nucleic acid sequence because the probability that a twenty- 
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mer is folly matched in the human genome is 1 in 300. In the human genome, there are three 
billion base pairs in one set of chromosomes. Because 4 20 possible twenty-mers exist, there 
are 300 times more twenty-mers than there are base pairs in a set of human chromosomes. 
Using the same analysis, the probability for a seventeen-mer to be folly matched in the 
5 human genome is approximately 1 in 5. When these segments are used in arrays for 

expression studies, fifteen-mer segments can be used. The probability that the fifteen-mer is 
folly matched in the expressed sequences is also approximately one in five because 
expressed sequences comprise less than approximately 5% of the entire genome sequence. 
Similarly, when using sequence information for detecting a single mismatch, a segment 

10 can be a twenty-five mer. The probability that the twenty-five mer would appear in a human 
genome with a single mismatch is calculated by multiplying the probability for a foil match 
(l-^ 25 ) times the increased probability for mismatch at each nucleotide position (3 x 25). The 
probability that an eighteen mer with a single mismatch can be detected in an array for 
expression studies is approximately one in five. The probability that a twenty-mer with a single 

1 5 mismatch can be detected in a human genome is approximately one in five. 

The term "open reading frame," ORF, means a series of nucleotide triplets coding for 
amino acids without any termination codons and is a sequence translatable into protein. 

The terms "operably linked" or "operably associated" refer to functionally related 
nucleic acid sequences. For example, a promoter is operably associated or operably linked 

20 with a coding sequence if the promoter controls the transcription of the coding sequence. 
While operably linked nucleic acid sequences can be contiguous and in the same reading 
frame, certain genetic elements e.g. repressor genes are not contiguously linked to the coding 
sequence but still control transcription/translation of the coding sequence. 

The term c< pluripotent" refers to the capability of a cell to differentiate into a number 

25 of differentiated cell types that are present in an adult organism. A pluripotent cell is 
restricted in its differentiation capability in comparison to a totipotent cell. 

The terms "polypeptide" or "peptide" or "amino acid sequence" refer to an 
oligopeptide, peptide, polypeptide or protein sequence or fragment thereof and to naturally 
occurring or synthetic molecules. A polypeptide "fragment," "portion," or "segment" is a 

30 stretch of amino acid residues of at least about 5 amino acids, preferably at least about 7 

amino acids, more preferably at least about 9 amino acids and most preferably at least about 
17 or more amino acids. The peptide preferably is not greater than about 200 amino acids, 
more preferably less than 150 amino acids and most preferably less than 100 amino acids. 
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Preferably the peptide is from about 5 to about 200 amino acids. To be active, any 
polypeptide must have sufficient length to display biological and/or immunological activity. 

The term "naturally occurring polypeptide" refers to polypeptides produced by cells 
that have not been genetically engineered and specifically contemplates various polypeptides 
5 arising from post-translational modifications of the polypeptide including, but not limited to, 
acetylation, carboxylation, glycosylation, phosphorylation, lipidation and acylation. 

The term "translated protein coding portion" means a sequence which encodes for the 
full-length protein which may include any leader sequence or any processing sequence. 
The term "mature protein coding sequence" means a sequence which encodes a 
10 peptide or protein without a signal or leader sequence. The "mature protein portion" means 
that portion of the protein which does not include a signal or leader sequence. The peptide 
may have been produced by processing in the cell which removes any leader/signal 
sequence. The mature protein portion may or may not include the initial methionine residue. 
The methionine residue may be removed from the protein during processing in the cell. The 
1 5 peptide may be produced synthetically or the protein may have been produced using a 
polynucleotide only encoding for the mature protein coding sequence. 

The term "derivative" refers to polypeptides chemically modified by such techniques 
as ubiquitination, labeling (e.g., with radionuclides or various enzymes), covalent polymer 
attachment such as pegylation (derivatization with polyethylene glycol) and insertion or 
20 substitution by chemical synthesis of amino acids such as ornithine, which do not normally 
occur in human proteins. 

The term "variant"(or "analog") refers to any polypeptide differing from naturally 
occurring polypeptides by amino acid insertions, deletions, and substitutions, created using, 
e g., recombinant DNA techniques. Guidance in determining which amino acid residues 
25 may be replaced, added or deleted without abolishing activities of interest, may be found by 
comparing the sequence of the particular polypeptide with that of homologous peptides and 
minimizing the number of amino acid sequence changes made in regions of high homology 
(conserved regions) or by replacing amino acids with consensus sequence. 

Alternatively, recombinant variants encoding these same or similar polypeptides may 
30 be synthesized or selected by making use of the "redundancy" in the genetic code. Various 
codon substitutions, such as the silent changes which produce various restriction sites, may 
be introduced to optimize cloning into a plasmid or viral vector or expression in a particular 
prokaryotic or eukaryotic system. Mutations in the polynucleotide sequence may be 
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reflected in the polypeptide or domains of other peptides added to the polypeptide to modify 
the properties of any part of the polypeptide, to change characteristics such as ligand-binding 
affinities, interchain affinities, or degradation/turnover rate. 

Preferably, amino acid "substitutions" are the result of replacing one amino acid with 
5 another amino acid having similar structural and/or chemical properties, i.e., conservative 
amino acid replacements. "Conservative" amino acid substitutions may be made on the 
basis of similarity in polarity, charge, solubility, hydrophobicity, hydrophilicity, and/or the 
amphipathic nature of the residues involved. For example, nonpolar (hydrophobic) amino 
acids include alanine, leucine, isoleucine, valine, proline, phenylalanine, tryptophan, and 

10 methionine; polar neutral amino acids include glycine, serine, threonine, cysteine, tyrosine, 
asparagine, and glutamine; positively charged (basic) amino acids include arginine, lysine, 
and histidine; and negatively charged (acidic) amino acids include aspartic acid and glutamic 
acid. "Insertions" or "deletions" are preferably in the range of about 1 to 20 amino acids, 
more preferably 1 to 10 amino acids. The variation allowed may be experimentally 

1 5 determined by systematically making insertions, deletions, or substitutions of amino acids in 
a polypeptide molecule using recombinant DNA techniques and assaying the resulting 
recombinant variants for activity. 

Alternatively, where alteration of function is desired, insertions, deletions or 
non-conservative alterations can be engineered to produce altered polypeptides. Such 

20 alterations can, for example, alter one or more of the biological functions or biochemical 
characteristics of the polypeptides of the invention. For example, such alterations may 
change polypeptide characteristics such as ligand-binding affinities, interchain affinities, or 
degradation/turnover rate. Further, such alterations can be selected so as to generate 
polypeptides that are better suited for expression, scale up and the like in the host cells 

25 chosen for expression. For example, cysteine residues can be deleted or substituted with 
another amino acid residue in order to eliminate disulfide bridges. 

The terms "purified" or "substantially purified" as used herein denotes that the 
indicated nucleic acid or polypeptide is present in the substantial absence of other biological 
macromolecules, e.g., polynucleotides, proteins, and the like. In one embodiment, the 

30 polynucleotide or polypeptide is purified such that it constitutes at least 95% by weight, 

more preferably at least 99% by weight, of the indicated biological macromolecules present 
(but water, buffers, and other small molecules, especially molecules having a molecular 
weight of less than 1000 daltons, can be present). 
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The term "isolated" as used herein refers to a nucleic acid or polypeptide separated 
from at least one other component (e.g., nucleic acid or polypeptide) present with the nucleic 
acid or polypeptide in its natural source. In one embodiment, the nucleic acid or polypeptide 
is found in the presence of (if anything) only a solvent, buffer, ion, or other component 
5 normally present in a solution of the same. The terms "isolated" and "purified" do not 
encompass nucleic acids or polypeptides present in their natural source. 

The term "recombinant," when used herein to refer to a polypeptide or protein, means 
that a polypeptide or protein is derived from recombinant (eg., microbial, insect, or 
mammalian) expression systems. "Microbial" refers to recombinant polypeptides or proteins 

10 made in bacterial or fungal (e.g., yeast) expression systems. As a product, "recombinant 
microbial" defines a polypeptide or protein essentially free of native endogenous substances 
and unaccompanied by associated native glycosylation. Polypeptides or proteins expressed 
in most bacterial cultures, e.g., E. coli, will be free of glycosylation modifications; 
polypeptides or proteins expressed in yeast will have a glycosylation pattern in general 

1 5 different from those expressed in mammalian cells. 

The term "recombinant expression vehicle or vector" refers to a plasmid or phage or 
virus or vector, for expressing a polypeptide from a DNA (RNA) sequence. An expression 
vehicle can comprise a transcriptional unit comprising an assembly of (1) a genetic element 
or elements having a regulatory role in gene expression, for example, promoters or 

20 enhancers, (2) a structural or coding sequence which is transcribed into mRNA and 

translated into protein, and (3) appropriate transcription initiation and termination sequences. 
Structural units intended for use in yeast or eukaryotic expression systems preferably include 
a leader sequence enabling extracellular secretion of translated protein by a host cell. 
Alternatively, where recombinant protein is expressed without a leader or transport 

25 sequence, it may include an amino terminal methionine residue. This residue may or may 
not be subsequently cleaved from the expressed recombinant protein to provide a final 
product. 

The term "recombinant expression system" means host cells which have stably 
integrated a recombinant transcriptional unit into chromosomal DNA or carry the 
30 recombinant transcriptional unit extrachromosomally. Recombinant expression systems as 
defined herein will express heterologous polypeptides or proteins upon induction of the 
regulatory elements linked to the DNA segment or synthetic gene to be expressed. This term 
also means host cells which have stably integrated a recombinant genetic element or 
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elements having a regulatory role in gene expression, for example, promoters or enhancers. 
Recombinant expression systems as defined herein will express polypeptides or proteins 
endogenous to the cell upon induction of the regulatory elements linked to the endogenous 
DNA segment or gene to be expressed. The cells can be prokaryotic or eukaryotic. 
5 The term "secreted" includes a protein that is transported across or through a 

membrane, including transport as a result of signal sequences in its amino acid sequence 
when it is expressed in a suitable host cell. "Secreted" proteins include without limitation 
proteins secreted wholly (eg., soluble proteins) or partially (e.g., receptors) from the cell in 
which they are expressed. "Secreted" proteins also include without limitation proteins that 

10 are transported across the membrane of the endoplasmic reticulum. "Secreted" proteins are 
also intended to include proteins containing non-typical signal sequences (e.g. Interleukin-1 
Beta, see Krasney, PA. and Young, P.R. (1992) Cytokine 4(2): 134 -143) and factors 
released from damaged cells (e.g. Interleukin-1 Receptor Antagonist, see Arend, W.P. et. al. 
(1998) Annu. Rev. Immunol. 16:27-55) 

15 Where desired, an expression vector may be designed to contain a "signal or leader 

sequence" which will direct the polypeptide through the membrane of a cell. Such a 
sequence may be naturally present on the polypeptides of the present invention or provided 
from heterologous protein sources by recombinant DNA techniques. 

The term "stringent" is used to refer to conditions that are commonly understood in 

20 the art as stringent. Stringent conditions can include highly stringent conditions (i.e., 

hybridization to filter-bound DNA in 0.5 M NaHP0 4 , 7% sodium dodecyl sulfate (SDS), 1 
mM EDTA at 65°C, and washing in 0.1X SSC/0.1% SDS at 68°C). and moderately stringent 
conditions (i.e., washing in 0.2X SSC/0.1% SDS at 42°C). Other exemplary hybridization 
conditions are described herein in the examples. 

25 In instances of hybridization of deoxyoligonucleotides, additional exemplary 

stringent hybridization conditions include washing in 6X SSC/0.05% sodium pyrophosphate 
at 37°C (for 14-base oligonucleotides), 48°C (for 17-base oligonucleotides), 55°C (for 20- 
base oligonucleotides), and 60°C (for 23-base oligonucleotides). 

As used herein, "substantially equivalent" or "substantially similar" can refer both to 

30 nucleotide and amino acid sequences, for example a mutant sequence, that varies from a 
reference sequence by one or more substitutions, deletions, or additions, the net effect of 
which does not result in an adverse functional dissimilarity between the reference and 
subject sequences. Typically, such a substantially equivalent sequence varies from one of 
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those listed herein by no more than about 35% (i.e., the number of individual residue 
substitutions, additions, and/or deletions in a substantially equivalent sequence, as compared 
to the corresponding reference sequence, divided by the total number of residues in the 
substantially equivalent sequence is about 0.35 or less). Such a sequence is said to have 
5 65% sequence identity to the listed sequence. In one embodiment, a substantially 

equivalent, e.g., mutant, sequence of the invention varies from a listed sequence by no more 
than 30% (70% sequence identity); in a variation of this embodiment, by no more than 25% 
(75% sequence identity); and in a further variation of this embodiment, by no more than 
20% (80% sequence identity) and in a further variation of this embodiment, by no more than 

10 10% (90% sequence identity) and in a further variation of this embodiment, by no more that 
5% (95% sequence identity). Substantially equivalent, e.g., mutant, amino acid sequences 
according to the invention preferably have at least 80% sequence identity with a listed amino 
acid sequence, more preferably at least 85% sequence identity, more preferably at least 90% 
sequence identity, more preferably at least 95% sequence identity, more preferably at least 

1 5 98% sequence identity, and most preferably at least 99% sequence identity. Substantially 
equivalent nucleotide sequence of the invention can have lower percent sequence identities, 
taking into account, for example, the redundancy or degeneracy of the genetic code. 
Preferably, the nucleotide sequence has at least about 65% identity, more preferably at least 
about 75% identity, more preferably at least about 80% sequence identity, more preferably at 

20 least 85% sequence identity, more preferably at least 90% sequence identity, more preferably 
at least about 95% sequence identity, more preferably at least 98% sequence identity, and 
most preferably at least 99% sequence identity. For the purposes of the present invention, 
sequences having substantially equivalent biological activity and substantially equivalent 
expression characteristics are considered substantially equivalent. For the purposes of 

25 determining equivalence, truncation of the mature sequence (e.g., via a mutation which 
creates a new stop codon) should be disregarded. Sequence identity may be determined, 
e.g., using the Jotun Hein method (Hein, J. (1990) Methods Enzymol. 1 83:626-645). 
Identity between sequences can also be determined by other methods known in the art, e.g. 
by varying hybridization conditions. 

30 The term "totipotent" refers to the capability of a cell to differentiate into all of the 

cell types of an adult organism. 

The term "transformation" means introducing DNA into a suitable host cell so that 
the DNA is replicable, either as an extrachromosomal element, or by chromosomal 
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integration. The term "transfection" refers to the taking up of an expression vector by a 
suitable host cell, whether or not any coding sequences are in fact expressed. The term 
"infection" refers to the introduction of nucleic acids into a suitable host cell by use of a 
virus or viral vector. 

5 As used herein, an "uptake modulating fragment," UMF, means a series of 

nucleotides which mediate the uptake of a linked DNA fragment into a cell. UMFs can be 
readily identified using known UMFs as a target sequence or target motif with the 
computer-based systems described below. The presence and activity of a UMF can be 
confirmed by attaching the suspected UMF to a marker sequence. The resulting nucleic acid 
1 0 molecule is then incubated with an appropriate host under appropriate conditions and the 
uptake of the marker sequence is determined. As described above, a UMF will increase the 
frequency of uptake of a linked marker sequence. 

Each of the above terms is meant to encompass all that is described for each, unless 
the context dictates otherwise. 

15 

4.2 NUCLEIC ACIDS OF THE INVENTION 

Nucleotide sequences of the invention are set forth in the Sequence Listing. 
The isolated polynucleotides of the invention include a polynucleotide comprising 
the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966; a polynucleotide encoding 

20 any one of the peptide sequences of SEQ ED NO: 1-684, or 1369-1966; and a polynucleotide 
comprising the nucleotide sequence encoding the mature protein coding sequence of the 
polynucleotides of any one of SEQ ID NO: 1-684, or 1369-1966. The polynucleotides of the 
present invention also include, but are not limited to, a polynucleotide that hybridizes under 
stringent conditions to (a) the complement of any of the nucleotides sequences of SEQ ID 

25 NO: 1-684, or 1369-1966; (b) nucleotide sequences encoding any one of the amino acid 
sequences set forth in the Sequence Listing, or Table 7; (c) a polynucleotide which is an 
allelic variant of any polynucleotide recited above; (d) a polynucleotide which encodes a 
species homologue of any of the proteins recited above; or (e) a polynucleotide that encodes 
a polypeptide comprising a specific domain or truncation of the polypeptides of SEQ ID NO: 

30 685-1368, or 1967-2564 (for example, as set forth in Tables 3A, 3B, 5, 7, or 8). Domains of 
interest may depend on the nature of the encoded polypeptide; e.g., domains in receptor-like 
polypeptides include ligand-binding, extracellular, transmembrane, or cytoplasmic domains, 
or combinations thereof; domains in immunoglobulin-like proteins include the variable 
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immunoglobulin-like domains; domains in enzyme-like polypeptides include catalytic and 
substrate binding domains; and domains in ligand polypeptides include receptor-binding 
domains. 

The polynucleotides of the invention include naturally occurring or wholly or 

5 partially synthetic DNA, e.g., cDNA and genomic DNA, and RNA, e.g., mRNA. The 

polynucleotides may include entire coding region of the cDNA or may represent a portion of 
the coding region of the cDNA. 

The present invention also provides genes corresponding to the cDNA sequences 
disclosed herein. The corresponding genes can be isolated in accordance with known methods 

10 using the sequence information disclosed herein. Such methods include the preparation of 
probes or primers from the disclosed sequence information for identification and/or 
amplification of genes in appropriate genomic libraries or other sources of genomic materials. 
Further 5' and 3* sequence can be obtained using methods known in the art. For example, full 
length cDNA or genomic DNA that corresponds to any of the polynucleotides of SEQ ID NO: 

15 1-684, or 1369-1966 can be obtained by screening appropriate cDNA or genomic DNA 

libraries under suitable hybridization conditions using any of the polynucleotides of SEQ ID 
NO: 1-684, or 1369-1966 or a portion thereof as a probe. Alternatively, the polynucleotides of 
SEQ ID NO: 1-684, or 1369-1966 may be used as the basis for suitable primer(s) that allow 
identification and/or amplification of genes in appropriate genomic DNA or cDNA libraries. 

20 The nucleic acid sequences of the invention can be assembled from ESTs and sequences 

(including cDNA and genomic sequences) obtained from one or more public databases, such as 
dbEST, gbpri, and UniGene. The EST sequences can provide identifying sequence 
information, representative fragment or segment information, or novel segment information for 
the full-length gene. 

25 The polynucleotides of the invention also provide polynucleotides including 

nucleotide sequences that are substantially equivalent to the polynucleotides recited above. 
Polynucleotides according to the invention can have, e.g. 9 at least about 65%, at least about 
70%, at least about 75%, at least about 80%, 81%, 82%, 83%, 84%, more typically at least 
about 85%, 86%, 87%, 88%, 89%, more typically at least about 90%, 91%, 92%, 93%, 94%, 

30 and even more typically at least about 95%, 96%, 97%, 98%, 99% sequence identity to a 
polynucleotide recited above. 

Included within the scope of the nucleic acid sequences of the invention are nucleic 
acid sequence fragments that hybridize under stringent conditions to any of the nucleotide 
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sequences of SEQ ID NO: 1-684, or 1369-1966, or complements thereof, which fragment is 
greater than about 5 nucleotides, preferably 7 nucleotides, more preferably greater than 9 
nucleotides and most preferably greater than 17 nucleotides. Fragments of, e.g. 15, 17, or 20 
nucleotides or more that are selective for (i.e. specifically hybridize to) any one of the 
5 polynucleotides of the invention are contemplated. Probes capable of specifically 

hybridizing to a polynucleotide can differentiate polynucleotide sequences of the invention 
from other polynucleotide sequences in the same family of genes or can differentiate human 
genes from genes of other species, and are preferably based on unique nucleotide sequences. 
The sequences falling within the scope of the present invention are not limited to these 

10 specific sequences, but also include allelic and species variations thereof. Allelic and species 
variations can be routinely determined by comparing the sequence provided in SEQ ID NO: 1- 
684, or 1369-1966, a representative fragment Ihereof, or a nucleotide sequence at least 90% 
identical, preferably 95% identical, to SEQ ID NO: 1-684, or 1369-1966 with a sequence from 
another isolate of the same species. Furthermore, to accommodate codon variability, the 

15 invention includes nucleic acid molecules coding for the same amino acid sequences as do the 
specific ORFs disclosed herein. In other words, in the coding region of an ORF, substitution of 
one codon for another codon that encodes the same amino acid is expressly contemplated. 

The nearest neighbor or homology results for the nucleic acids of the present invention, 
including SEQ ID NO: 1-684, or 1369-1966 can be obtained by searching a database using an 

20 algorithm or a program. Preferably, a BLAST (Basic Local Alignment Search Tool) program is 
used to search for local sequence alignments (Altshul, S.F. J Mol. Evol. 36 290-300 (1993) and 
Altschul S.F. et al. J. Mol. Biol. 21 :403-410 (1990)). Alternatively a FASTA version 3 search 
against Genpept, using FASTXY algorithm may be performed. 

Species homologs (or orthologs) of the disclosed polynucleotides and proteins are 

25 also provided by the present invention. Species homologs may be isolated and identified by 
making suitable probes or primers from the sequences provided herein and screening a 
suitable nucleic acid source from the desired species. 

The invention also encompasses allelic variants of the disclosed polynucleotides or 
proteins; that is, naturally-occurring alternative forms of the isolated polynucleotide which 

30 also encode proteins which are identical, homologous or related to that encoded by the 
polynucleotides. 

The nucleic acid sequences of the invention are further directed to sequences which 
encode variants of the described nucleic acids. These amino acid sequence variants may be 
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prepared by methods known in the art by introducing appropriate nucleotide changes into a 
native or variant polynucleotide. There are two variables in the construction of amino acid 
sequence variants: thtf location of the mutation and the nature of the mutation. Nucleic 
acids encoding the amino acid sequence variants are preferably constructed by mutating the 
5 polynucleotide to encode an amino acid sequence that does not occur in nature. These 
nucleic acid alterations can be made at sites that differ in the nucleic acids from different 
species (variable positions) or in highly conserved regions (constant regions). Sites at such 
locations will typically be modified in series, e.g., by substituting first with conservative 
choices (eg., hydrophobic amino acid to a different hydrophobic amino acid) and then with 
10 more distant choices (e.g., hydrophobic amino acid to a charged amino acid), and then 
deletions or insertions may be made at the target site. Amino acid sequence deletions 
generally range from about 1 to 30 residues, preferably about 1 to 10 residues, and are 
typically contiguous. Amino acid insertions include amino- and/or carboxyl-terminal 
fusions ranging in length from one to one hundred or more residues, as well as intrasequence 
15 insertions of single or multiple amino acid residues. Intrasequence insertions may range 
generally from about 1 to 10 amino residues, preferably from 1 to 5 residues. Examples of 
terminal insertions include the heterologous signal sequences necessary for secretion or for 
intracellular targeting in different host cells and sequences such as FLAG or poly-histidine 
sequences useful for purifying the expressed protein. 
20 In a preferred method, polynucleotides encoding the novel amino acid sequences are 

changed via site-directed mutagenesis. This method uses oligonucleotide sequences to alter 
a polynucleotide to encode the desired amino acid variant, as well as sufficient adjacent 
nucleotides on both sides of the changed amino acid to form a stable duplex on either side of 
the site of being changed. In general, the techniques of site-directed mutagenesis are well 
25 known to those of skill in the art and this technique is exemplified by publications such as, 
Edelman et al, DNA 2: 1 83 (1983). A versatile and efficient method for producing 
site-specific changes in a polynucleotide sequence was published by Zoller and Smith, 
Nucleic Acids Res. 10:6487-6500(1982). PCR may also be used to create amino acid 
sequence variants of the novel nucleic acids. When small amounts of template DNA are 
30 used as starting material, primer(s) that differs slightly in sequence from the corresponding 
region in the template DNA can generate the desired amino acid variant. PCR amplification 
results in a population of product DNA fragments that differ from the polynucleotide 
template encoding the polypeptide at the position specified by the primer. The product DNA 
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fragments replace the corresponding region in the plasmid and this gives a polynucleotide 
encoding the desired amino acid variant. 

A further technique for generating amino acid variants is the cassette mutagenesis 
technique described in Wells et al., Gene 34:315 (1985); and other mutagenesis techniques 
5 well known in the art, such as, for example, the techniques in Sambrook et al., supra, and 
Current Protocols in Molecular Biology, Ausubel et al. Due to the inherent degeneracy of 
the genetic code, other DNA sequences which encode substantially the same or a 
functionally equivalent amino acid sequence may be used in the practice of the invention for 
the cloning and expression of these novel nucleic acids. Such DNA sequences include those 
10 which are capable of hybridizing to the appropriate novel nucleic acid sequence under 
stringent conditions. 

Polynucleotides encoding preferred polypeptide truncations of the invention could be 
used to generate polynucleotides encoding chimeric or fusion proteins comprising one or 
more domains of the invention and heterologous protein sequences. 

1 5 The polynucleotides of the invention additionally include the complement of any of 

the polynucleotides recited above. The polynucleotide can be DNA (genomic, cDNA, 
amplified, or synthetic) or RNA. Methods and algorithms for obtaining such 
polynucleotides are well known to those of skill in the art and can include, for example, 
methods for determining hybridization conditions that can routinely isolate polynucleotides 

20 of the desired sequence identities. 

In accordance with the invention, polynucleotide sequences comprising the mature 
protein coding sequences corresponding to any one of SEQ ID NO: 1-684, or 1369-1966, or 
functional equivalents thereof, may be used to generate recombinant DNA molecules that 
direct the expression of that nucleic acid, or a functional equivalent thereof, in appropriate 

25 host cells. Also included are the cDNA inserts of any of the clones identified herein. 

A polynucleotide according to the invention can be joined to any of a variety of other 
nucleotide sequences by well-established recombinant DNA techniques (see Sambrook J et 
al. (1989) Molecular Cloning: A Laboratory Manual, Cold Spring Harbor Laboratory, NY). 
Useful nucleotide sequences for joining to polynucleotides include an assortment of vectors, 

30 e.g., plasmids, cosmids, lambda phage derivatives, phagemids, and the like, that are well 
known in the art. Accordingly, the invention also provides a vector including a 
polynucleotide of the invention and a host cell containing the polynucleotide. In general, the 
vector contains an origin of replication functional in at least one organism, convenient 
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restriction endonuclease sites, and a selectable marker for the host cell. Vectors according to 
the invention include expression vectors, replication vectors, probe generation vectors, and 
sequencing vectors. A host cell according to the invention can be a prokaiyotic or 
eukaiyotic cell and can be a unicellular organism or part of a multicellular organism. 
5 The present invention further provides recombinant constructs comprising a nucleic 

acid having any of the nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 or a 
fragment thereof or any other polynucleotides of the invention. In one embodiment, the 
recombinant constructs of the present invention comprise a vector, such as a plasmid or viral 
vector, into which a nucleic acid having any of the nucleotide sequences of SEQ ID NO: 1- 

10 684, or 1369-1966 or a fragment thereof is inserted, in a forward or reverse orientation. In 
the case of a vector comprising one of the ORFs of the present invention, the vector may 
further comprise regulatory sequences, including for example, a promoter, operably linked to 
the ORF. Large numbers of suitable vectors and promoters are known to those of skill in the 
art and are commercially available for generating the recombinant constructs of the present 

15 invention. The following vectors are provided by way of example: Bacterial: pBs, 
phagescript, PsiX174, pBluescript SK, pBs KS, pNH8a, pNH16a, pNH18a, pNH46a 
(Stratagene), pTrc99A, pKK223-3, pKK233-3, pDR540, pRIT5 (Pharmacia); Eukaryotic: 
pWLneo, pSV2cat, pOG44, PXTI, pSG (Stratagene) pSVK3, pBPV, pMSG, pSVL 
(Pharmacia). 

20 The isolated polynucleotide of the invention may be operably linked to an expression 

control sequence such as the pMT2 or pED expression vectors disclosed in Kaufman et aL, 
Nucleic Acids Res. 19, 4485-4490 (1991), in order to produce the protein recombinantly. 
Many suitable expression control sequences are known in the art. General methods of 
expressing recombinant proteins are also known and are exemplified in R. Kaufman, 

25 Methods in Enzymology 185, 537-566 (1990). As defined herein "operably linked" means 
that the isolated polynucleotide of the invention and an expression control sequence are 
situated within a vector or cell in such a way that the protein is expressed by a host cell 
which has been transformed (transfected) with the ligated polynucleotide/expression control 
sequence. 

30 Promoter regions can be selected from any desired gene using CAT 

(chloramphenicol transferase) vectors or other vectors with selectable markers. Two 
appropriate vectors are pKK232-8 and pCM7. Particular named bacterial promoters include 
lad, lacZ, T3, T7, gpt, lambda PR, and trc. Eukaryotic promoters include CMV immediate 
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early, HS V thymidine kinase, early and late SV40, LTRs from retrovirus, and mouse 
metallothionein-L Selection of the appropriate vector and promoter is well within the level 
of ordinary skill in the art. Generally, recombinant expression vectors will include origins of 
replication and selectable markers permitting transformation of the host cell, e.g., the 
5 ampicillin resistance gene of R coli and S. cerevisiae TRP1 gene, and a promoter derived 
from a highly expressed gene to direct transcription of a downstream structural sequence. 
Such promoters can be derived from operons encoding glycolytic enzymes such as 3- 
phosphoglycerate kinase (PGK), a-factor, acid phosphatase, or heat shock proteins, among 
others. The heterologous structural sequence is assembled in appropriate phase with 

10 translation initiation and termination sequences, and preferably, a leader sequence capable of 
directing secretion of translated protein into the periplasmic space or extracellular medium. 
Optionally, the heterologous sequence can encode a fusion protein including an amino 
terminal identification peptide imparting desired characteristics, e.g, stabilization or 
simplified purification of expressed recombinant product. Useful expression vectors for 

1 5 bacterial use are constructed by inserting a structural DNA sequence encoding a desired 
protein together with suitable translation initiation and termination signals in operable 
reading phase with a functional promoter. The vector will comprise one or more phenotypic 
selectable markers and an origin of replication to ensure maintenance of the vector and to, if 
desirable, provide amplification within the host. Suitable prokaryotic hosts for 

20 transformation include E. coli, Bacillus subtilis, Salmonella typhimurium and various species 
within the genera Pseudomonas, Streptomyces, and Staphylococcus, although others may 
also be employed as a matter of choice. 

As a representative but non-limiting example, useful expression vectors for bacterial 
use can comprise a selectable marker and bacterial origin of replication derived from 

25 commercially available plasmids comprising genetic elements of the well known cloning 
vector pBR322 (ATCC 37017). Such commercial vectors include, for example, pKK223-3 
(Pharmacia Fine Chemicals, Uppsala, Sweden) and GEM 1 (Promega Biotech, Madison, WI, 
USA). These pBR322 "backbone" sections are combined with an appropriate promoter and 
the structural sequence to be expressed. Following transformation of a suitable host strain 

30 and growth of the host strain to an appropriate cell density, the selected promoter is induced 
or derepressed by appropriate means (e.g., temperature shift or chemical induction) and cells 
are cultured for an additional period. Cells are typically harvested by centrifugation, 
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disrupted by physical or chemical means, and the resulting crude extract retained for further 
purification. 

Polynucleotides of the invention can also be used to induce immune responses. For 
example, as described in Fan et aL, Nat. Biotech 17, 870-872 (1999), incorporated herein by 
5 reference, nucleic acid sequences encoding a polypeptide may be used to generate antibodies 
against the encoded polypeptide following topical administration of naked plasmid DNA or 
following injection, and preferably intra-muscular injection of the DNA. The nucleic acid 
sequences are preferably inserted in a recombinant expression vector and may be in the form 
of naked DNA. 

10 

4.3 ANTISENSE 

Another aspect of the invention pertains to isolated antisense nucleic acid molecules 
that are hybridizable to or complementary to the nucleic acid molecule comprising the 
nucleotide sequence of SEQ ID NO: 1-684, or 1369-1966, or fragments, analogs or 

1 5 derivatives thereof. An "antisense" nucleic acid comprises a nucleotide sequence that is 
complementary to a "sense" nucleic acid encoding a protein, e.g. 9 complementary to the 
coding strand of a double-stranded cDNA molecule or complementary to an mRNA 
sequence. In specific aspects, antisense nucleic acid molecules are provided that comprise a 
sequence complementary to at least about 10, 25, 50, 100, 250 or 500 nucleotides or an 

20 entire coding strand, or to only a portion thereof. Nucleic acid molecules encoding 

fragments, homologs, derivatives and analogs of a protein of any of SEQ ID NO: 1-684, or 
1369-1966 or antisense nucleic acids complementary to a nucleic acid sequence of SEQ ID 
NO: 1-684, or 1369-1966 are additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 

25 region" of the coding strand of a nucleotide sequence of the invention. The term "coding 
region" refers to the region of the nucleotide sequence comprising codons which are 
translated into amino acid residues. In another embodiment, the antisense nucleic acid 
molecule is antisense to a "noncoding region" of the coding strand of a nucleotide sequence 
of the invention. The term "noncoding region" refers to 5* and 3' sequences that flank the 

30 coding region that are not translated into amino acids (le. y also referred to as 5' and 3' 
untranslated regions). 

Given the coding strand sequences encoding a nucleic acid disclosed herein (e.g., 
SEQ ID NO: 1-684, or 1369-1966, antisense nucleic acids of the invention can be designed 
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according to the rules of Watson and Crick or Hoogsteen base pairing. The antisense nucleic 
acid molecule can be complementary to the entire coding region of an mRNA, but more 
preferably is an oligonucleotide that is antisense to only a portion of the coding or noncoding 
region of an mRNA. For example, the antisense oligonucleotide can be complementary to 
5 the region surrounding the translation start site of an mRNA. An antisense oligonucleotide 
can be, for example, about 5, 10, 15, 20, 25, 30, 35, 40, 45 or 50 nucleotides in length. An 
antisense nucleic acid of the invention can be constructed using chemical synthesis or 
enzymatic ligation reactions using procedures known in the art. For example, an antisense 
nucleic acid (e.g. 9 an antisense oligonucleotide) can be chemically synthesized using 

10 naturally occurring nucleotides or variously modified nucleotides designed to increase the 
biological stability of the molecules or to increase the physical stability of the duplex formed 
between the antisense and sense nucleic acids, e.g., phosphorothioate derivatives and 
acridine substituted nucleotides can be used. 

Examples of modified nucleotides that can be used to generate the antisense nucleic 

15 acid include: 5-fluorouracil, 5-bromouracil, 5-chlorouracil, 5-iodouracil, hypoxanthine, 
xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5- 
carboxymethylaminomethyl-2-thiouridine, 5-carboxymethylaminomethyluracil, 
dihydrouracil, beta-D-galactosylqueosine, inosine, N6-isopentenyladenine, 1-methylguanine, 

1- methylinosine, 2,2-dimethylguanine, 2-methyladenine, 2-methylguanine, 3- 
20 methylcytosine, 5-methylcytosine, N6-adenine, 7-methylguanine, 5- 

methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil, beta-D-mannosylqueosine, 
5'-methoxycarboxymethyluracil, 5-methoxyuracil, 2-methylthio-N6-isopentenyladenine, 
uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, queosine, 2-thiocytosine, 5-methyl- 

2- thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5-oxyacetic acid methylester, 
25 uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 3-(3-amino-3~N-2-carboxypropyl) uracil, 

(acp3)w, and 2,6-diaminopurine. Alternatively, the antisense nucleic acid can be produced 
biologically using an expression vector into which a nucleic acid has been subcloned in an 
antisense orientation (i.e., RNA transcribed from the inserted nucleic acid will be of an 
antisense orientation to a target nucleic acid of interest, described further in the following 
30 subsection). 

The antisense nucleic acid molecules of the invention are typically administered to a 
subject or generated in situ such that they hybridize with or bind to cellular mRNA and/or 
genomic DNA encoding a protein according to the invention to thereby inhibit expression of 
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the protein, e.g., by inhibiting transcription and/or translation. The hybridization can be by 
conventional nucleotide complementarity to form a stable duplex, or, for example, in the 
case of an antisense nucleic acid molecule that binds to DNA duplexes, through specific 
interactions in the major groove of the double helix. An example of a route of 
5 administration of antisense nucleic acid molecules of the invention includes direct injection 
at a tissue site. Alternatively, antisense nucleic acid molecules can be modified to target 
selected cells and then administered systemically. For example, for systemic administration, 
antisense molecules can be modified such that they specifically bind to receptors or antigens 
expressed on a selected cell surface, e.g. 9 by linking the antisense nucleic acid molecules to 
10 peptides or antibodies that bind to cell surface receptors or antigens. The antisense nucleic 
acid molecules can also be delivered to cells using the vectors described herein. To achieve 
sufficient intracellular concentrations of antisense molecules, vector constructs in which the 
antisense nucleic acid molecule is placed under the control of a strong pol II or pol EI 
promoter are preferred. 

15 In yet another embodiment, the antisense nucleic acid molecule of the invention is an 

ot-anomeric nucleic acid molecule. An a-anomeric nucleic acid molecule forms specific 
double-stranded hybrids with complementary RNA in which, contrary to the usual a-units, 
the strands run parallel to each other (Gaultier et al. (1 987) Nucleic Acids Res 15: 
6625-6641). The antisense nucleic acid molecule can also comprise a 

20 2'-o-methylribonucleotide (Inoue et al. (1987) Nucleic Acids Res 15: 6131-6148) or a 
chimeric RNA -DNA analogue (Inoue et al (1987) FEES Lett 215: 327-330). 

4.4 RTBOZYMES AND PNA MOIETIES 

In still another embodiment, an antisense nucleic acid of the invention is a ribozyme. 

25 Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes (eg., hammerhead ribozymes (described in 
Haselhoff and Gerlach (1988) Nature 334:585-591)) can be used to catalytically cleave 
mRNA transcripts to thereby inhibit translation of an mRNA. A ribozyme having specificity 

30 for a nucleic acid of the invention can be designed based upon the nucleotide sequence of a 
DNA disclosed herein (i.e., SEQ ID NO: 1-684, or 1369-1966). For example, a derivative of 
Tetrahymena L-19 IVS RNA can be constructed in which the nucleotide sequence of the 
active site is complementary to the nucleotide sequence to be cleaved in a mRNA. See, e.g, 
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Cech et al U.S. Pat. No. 4,987,071; and Cech et al U.S. Pat No. 5,1 16,742. Alternatively, 
mRNA of the invention can be used to select a catalytic RNA having a specific ribonuclease 
activity from a pool of RNA molecules. See, e.g, Bartel et al, (1993) Science 
261:1411-1418. 

5 Alternatively, gene expression can be inhibited by targeting nucleotide sequences 

complementary to the regulatory region {e.g., promoter and/or enhancers) to form triple 
helical structures that prevent transcription of the gene in target cells. See generally, Helene. 
(1991) Anticancer Drug Des. 6: 569-84; Helene. etal (1992) Ann. MY. Acad. Set 
660:27-36; and Maher (1992) Bioassays 14: 807-15. 

10 In various embodiments, the nucleic acids of the invention can be modified at the 

base moiety, sugar moiety or phosphate backbone to improve, e.g., the stability, 
hybridization, or solubility of the molecule. For example, the deoxyribose phosphate 
backbone of the nucleic acids can be modified to generate peptide nucleic acids (see Hyrup 
et al. (1996) BioorgMed Chem 4: 5-23). As used herein, the terms "peptide nucleic acids" 

15 or "PNAs" refer to nucleic acid mimics, e.g. , DNA mimics, in which the deoxyribose 
phosphate backbone is replaced by a pseudopeptide backbone and only the four natural 
nucleobases are retained. The neutral backbone of PNAs has been shown to allow for 
specific hybridization to DNA and RNA under conditions of low ionic strength. The 
synthesis of PNA oligomers can be performed using standard solid phase peptide synthesis 

20 protocols as described in Hyrup et al (1996) above; Perry-O'Keefe et al (1996) PNAS 93 : 
14670-675. 

PNAs of the invention can be used in therapeutic and diagnostic applications. For 
example, PNAs can be used as antisense or antigene agents for sequence-specific modulation 
of gene expression by, e.g., inducing transcription or translation arrest or inhibiting 

25 replication. PNAs of the invention can also be used, e.g. , in the analysis of single base pair 
mutations in a gene by, e.g., PNA directed PCR clamping; as artificial restriction enzymes 
when used in combination with other enzymes, e.g., SI nucleases (Hyrup B. (1996) above); 
or as probes or primers for DNA sequence and hybridization (Hyrup et al (1996), above; 
Perry-CKeefe (1996), above). 

30 In another embodiment, PNAs of the invention can be modified, e.g., to enhance 

their stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by 
the formation of PNA-DNA chimeras, or by the use of liposomes or other techniques of drug 
delivery known in the art. For example, PNA-DNA chimeras can be generated that may 
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combine the advantageous properties of PNA and DNA. Such chimeras allow DNA 
recognition enzymes, e.g., RNase H and DNA polymerases, to interact with the DNA 
portion while the PNA portion would provide high binding affinity and specificity. 
PNA-DNA chimeras can be linked using linkers of appropriate lengths selected in terms of 
5 base stacking, number of bonds between the nucleobases, and orientation (Hyrup (1996) 
above). The synthesis of PNA-DNA chimeras can be performed as described in Hyrup 
(1996) above and Finn et al (1996) Nucl Acids Res 24: 3357-63. For example, a DNA chain 
can be synthesized on a solid support using standard phosphoramidite coupling chemistry, 
and modified nucleoside analogs, e.g., 5 r -(4-methoxytrityl)amino-5 f -deoxy-thymidine 

10 phosphoramidite, can be used between the PNA and the 5' end of DNA (Mag et al (1989) 
Nucl Acid Res 17: 5973-88). PNA monomers are then coupled in a stepwise manner to 
produce a chimeric molecule with a 5 ! PNA segment and a 3' DNA segment (Finn et al 
(1996) above). Alternatively, chimeric molecules can be synthesized with a 5 1 DNA 
segment and a 3' PNA segment. See, Petersen et al (1975) BioorgMed Chern Lett 5: 

15 1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups such 
as peptides (e.g., for targeting host cell receptors in vivo), or agents facilitating transport 
across the cell membrane (see, e.g., Letsinger et al, 1989, Proc. Natl Acad. Sci. U.S.A. 
86:6553-6556; Lemaitre et al, 1987, Proc. Natl Acad. Sci. 84:648-652; PCT Publication 

20 No. W088/09810) or the blood-brain barrier (see, e.g., PCT Publication No. W089/10134). 
In addition, oligonucleotides can be modified with hybridization triggered cleavage agents 
(See, e.g, Krol et al, 1988, BioTechniqaes 6:958-976) or intercalating agents. (See, e.g., 
Zon, 1988, Pharm. Res. 5: 539-549). To this end, the oligonucleotide may be conjugated to 
another molecule, e.g., a peptide, a hybridization triggered cross-linking agent, a transport 

25 agent, a hybridization-triggered cleavage agent, etc. 

4.5 HOSTS 

The present invention further provides host cells genetically engineered to contain 
the polynucleotides of the invention. For example, such host cells may contain nucleic acids 
30 of the invention introduced into the host cell using known transformation, transfection or 
infection methods. The present invention still further provides host cells genetically 
engineered to express the polynucleotides of the invention, wherein such polynucleotides are 
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in operative association with a regulatory sequence heterologous to the host cell which 
drives expression of the polynucleotides in the cell. 

Knowledge of nucleic acid sequences allows for modification of cells to permit, or 
increase, expression of endogenous polypeptide. Cells can be modified (e.g., by 
5 homologous recombination) to provide increased polypeptide expression by replacing, in 
whole or in part, the naturally occurring promoter with all or part of a heterologous promoter 
so that the cells express the polypeptide at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the encoding sequences. See, for 
example, PCT International Publication No. WO94/12650, PCT International Publication 

10 No. WO92/20808, and PCT International Publication No. WO91/09955. It is also 

contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA ^ 
(e.g., ada, dhfr, and the multifunctional CAD gene which encodes carbamyl phosphate 
synthase, aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be 
inserted along with the heterologous promoter DNA. If linked to the coding sequence, 

1 5 amplification of the marker DNA by standard selection methods results in co-amplification 
of the desired protein coding sequences in the cells. 

The host cell can be a higher eukaryotic host cell, such as a mammalian cell, a lower 
eukaryotic host cell, such as a yeast cell, or the host cell can be a prokaryotic cell, such as a 
bacterial cell. Introduction of the recombinant construct into the host cell can be effected by 

20 calcium phosphate transfection, DEAE, dextran mediated transfection, or electroporation 
(Davis, L. et al., Basic Methods in Molecular Biology (1986)). The host cells containing one 
of the polynucleotides of the invention, can be used in conventional manners to produce the 
gene product encoded by the isolated fragment (in the case of an ORF) or can be used to 
produce a heterologous protein under the control of the EMF. 

25 Any host/vector system can be used to express one or more of the ORFs of the 

present invention. These include, but are not limited to, eukaryotic hosts such as HeLa cells, 
Cv-1 cell, COS cells, 293 cells, and Sf9 cells, as well as prokaryotic host such as E. coli and 
B. subtilis. The most preferred cells are those which do not normally express the particular 
polypeptide or protein or which expresses the polypeptide or protein at low natural level. 

30 Mature proteins can be expressed in mammalian cells, yeast, bacteria, or other cells under 
the control of appropriate promoters. Cell-free translation systems can also be employed to 
produce such proteins using RNAs derived from the DNA constructs of the present 
invention. Appropriate cloning and expression vectors for use with prokaryotic and 
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eukaryotic hosts are described by Sambrook, et al., in Molecular Cloning: A Laboratory 
Manual, Second Edition, Cold Spring Harbor, New York (1989), the disclosure of which is 
hereby incorporated by reference. 

Various mammalian cell culture systems can also be employed to express 
5 recombinant protein. Examples of mammalian expression systems include the COS-7 lines 
of monkey kidney fibroblasts, described by Gluzman, Cell 23:175 (1981). Other cell lines 
capable of expressing a compatible vector are, for example, the CI 27, monkey COS cells, 
Chinese Hamster Ovaiy (CHO) cells, human kidney 293 cells, human epidermal A43 1 cells, 
human Colo205 cells, 3T3 cells, CV-1 cells, other transformed primate cell lines, normal 

10 diploid cells, cell strains derived from in vitro culture of primary tissue, primary explants, 
HeLa cells, mouse L cells, BHK, HL-60, U937, HaK or Jurkat cells. Mammalian expression 
vectors will comprise an origin of replication, a suitable promoter and also any necessary 
ribosome binding sites, polyadenylation site, splice donor and acceptor sites, transcriptional 
termination sequences, and 5' flanking nontranscribed sequences. DNA sequences derived 

15 from the SV40 viral genome, for example, SV40 origin, early promoter, enhancer, splice, 
and polyadenylation sites may be used to provide the required nontranscribed genetic 
elements. Recombinant polypeptides and proteins produced in bacterial culture are usually 
isolated by initial extraction from cell pellets, followed by one or more salting-out, aqueous 
ion exchange or size exclusion chromatography steps. Protein refolding steps can be used, 

20 as necessary, in completing configuration of the mature protein. Finally, high performance 
liquid chromatography (HPLC) can be employed for final purification steps. Microbial cells 
employed in expression of proteins can be disrupted by any convenient method, including 
freeze-thaw cycling, sonication, mechanical disruption, or use of cell lysing agents. 

Alternatively, it may be possible to produce the protein in lower eukaryotes such as 

25 yeast or insects or in prokaryotes such as bacteria. Potentially suitable yeast strains include 
Saccharomyces cerevisiae, Schizosaccharomyces pombe, Kluyveromyces strains, Candida, 
or any yeast strain capable of expressing heterologous proteins. Potentially suitable bacterial 
strains include Escherichia coli, Bacillus snbtilis, Salmonella typhimurium, or any bacterial 
strain capable of expressing heterologous proteins. If the protein is made in yeast or 

30 bacteria, it may be necessary to modify the protein produced therein, for example by 

phosphorylation or glycosylation of the appropriate sites, in order to obtain the functional 
protein. Such covalent attachments may be accomplished using known chemical or 
enzymatic methods. 
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In another embodiment of the present invention, cells and tissues may be engineered 
to express an endogenous gene comprising the polynucleotides of the invention under the 
control of inducible regulatory elements, in which case the regulatory sequences of the 
endogenous gene may be replaced by homologous recombination. As described herein, gene 
5 targeting can be used to replace a gene's existing regulatory region with a regulatory 
sequence isolated from a different gene or a novel regulatory sequence synthesized by 
genetic engineering methods. Such regulatory sequences may be comprised of promoters, 
enhancers, scaffold-attachment regions, negative regulatory elements, transcriptional 
initiation sites, and regulatory protein binding sites or combinations of said sequences. 

10 Alternatively, sequences which affect the structure or stability of the RNA or protein 
produced may be replaced, removed, added, or otherwise modified by targeting. These 
sequence include polyadenylation signals, mRNA stability elements, splice sites, leader 
sequences for enhancing or modifying transport or secretion properties of the protein, or 
other sequences which alter or improve the function or stability of protein or RNA 

15 molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 
deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 

20 element. Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different 
cell-type specificity than the naturally occurring elements. Here, the naturally occurring 
sequences are deleted and new sequences are added. In all cases, the identification of the 
targeting event may be facilitated by the use of one or more selectable marker genes that are 

25 contiguous with the targeting DNA, allowing for the selection of cells in which the 

exogenous DNA has integrated into the host cell genome. The identification of the targeting 
event may also be facilitated by the use of one or more marker genes exhibiting the property 
of negative selection, such that the negatively selectable marker is linked to the exogenous 
DNA, but configured such that the negatively selectable marker flanks the targeting 

30 sequence, and such that a correct homologous recombination event with sequences in the 
host cell genome does not result in the stable integration of the negatively selectable marker. 
Markers useful for this purpose include the Herpes Simplex Virus thymidine kinase (TK) 
gene or the bacterial xanthine-guanine phosphoribosyl-transferase (gpt) gene. 
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The gene targeting or gene activation techniques which can be used in accordance 
with this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 
to Chappel; U.S. Patent No. 5,578,461 to Sherwin et aL; International Application No. 
PCT/US92/09627 (WO93/09222) by Selden et aL; and International Application No. 
5 PCT/US90/06436 (WO91/06667) by Skoultchi et al„ each of which is incorporated by 
reference herein in its entirety. 

4.6 POLYPEPTIDES OF THE INVENTION 

The isolated polypeptides of the invention include, but are not limited to, a 

10 polypeptide comprising: the amino acid sequences set forth as any one of SEQ ID NO: 685- 
1368, or 1967-2564 or an amino acid sequence encoded by any one of the nucleotide 
sequences SEQ ID NO: 1-684, or 1369-1966 or the corresponding full length or mature 
protein. Polypeptides of the invention also include polypeptides preferably with biological or 
immunological activity that are encoded by: (a) a polynucleotide having any one of the 

15 nucleotide sequences set forth in SEQ ID NO: 1-684, or 1369-1966 or (b) polynucleotides 
encoding any one of the amino acid sequences set forth as SEQ ID NO: 685-1368, or 1967- 
2564 or (c) polynucleotides that hybridize to the complement of the polynucleotides of either 
(a) or (b) under stringent hybridization conditions. The invention also provides biologically 
active or immunologically active variants of any of the amino acid sequences set forth as 

20 SEQ ID NO: 685-1368, or 1967-2564 or the corresponding full length or mature protein; and 
"substantial equivalents" thereof (e.g., with at least about 65%, at least about 70%, at least 
about 75%, at least about 80%, at least about 85%, 86%, 87%, 88%, 89%, at least about 
90%, 91%, 92%, 93%, 94%, typically at least about 95%, 96%, 97%, more typically at least 
about 98%, or most typically at least about 99% amino acid identity) that retain biological 

25 activity. Polypeptides encoded by allelic variants may have a similar, increased, or 

decreased activity compared to polypeptides comprising SEQ ID NO: 685-1368, or 1967- 
2564. 

Fragments of the proteins of the present invention which are capable of exhibiting 
biological activity are also encompassed by the present invention. Fragments of the protein 
30 may be in linear form or they may be cyclized using known methods, for example, as 
described in H. U. Saragovi, et aL, Bio/Technology 10, 773-778 (1992) and in R. S. 
McDowell, et al., J. Amer. Chem. Soc. 1 14, 9245-9253 (1992), both of which are 
incorporated herein by reference. Such fragments may be fused to carrier molecules such as 
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immunoglobulins for many purposes, including increasing the valency of protein binding 
sites. Fragments are also identified in Tables 3A, 3B, 5, 7, or 8. 

The present invention also provides both full-length and mature forms (for example, 
without a signal sequence or precursor sequence) of the disclosed proteins. The protein 
5 coding sequence is identified in the sequence listing by translation of the disclosed 

nucleotide sequences. The predicted signal sequence is set forth in Table 5. The mature 
form of such protein may be obtained and confirmed by expression of a full-length 
polynucleotide in a suitable mammalian cell or other host cell and sequencing of the cleaved 
product One of skill in the art will recognize that the actual cleavage site may be different 

10 than that predicted in Table 5. The sequence of the mature form of the protein is also 

determinable from the amino acid sequence of the full-length form. Where proteins of the 
present invention are membrane bound, soluble forms of the proteins are also provided. In 
such forms, part or all of the regions causing the proteins to be membrane bound are deleted 
so that the proteins are fully secreted from the cell in which they are expressed (See, e.g., 

1 5 Sakal et al., Prep. Biochem. Biotechnol. (2000), 30(2), pp. 107-23, incorporated herein by 
reference). 

Protein compositions of the present invention may further comprise an acceptable 
carrier, such as a hydrophilic, pharmaceutical acceptable, carrier. 

The present invention further provides isolated polypeptides encoded by the nucleic 

20 acid fragments of the present invention or by degenerate variants of the nucleic acid 
fragments of the present invention. By "degenerate variant' 1 is intended nucleotide 
fragments which differ from a nucleic acid fragment of the present invention (e.g., an ORF) 
by nucleotide sequence but, due to the degeneracy of the genetic code, encode an identical 
polypeptide sequence. Preferred nucleic acid fragments of the present invention are the 

25 ORFs that encode proteins. 

A variety of methodologies known in the art can be utilized to obtain any one of the 
isolated polypeptides or proteins of the present invention. At the simplest level, the amino 
acid sequence can be synthesized using commercially available peptide synthesizers. The 
synthetically-constructed protein sequences, by virtue of sharing primary, secondary or 

30 tertiary structural and/or conformational characteristics with proteins may possess biological 
properties in common therewith, including protein activity. This technique is particularly 
useful in producing small peptides and fragments of larger polypeptides. Fragments are 
useful, for example, in generating antibodies against the native polypeptide. Thus, they may 
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be employed as biologically active or immunological substitutes for natural, purified 
proteins in screening of therapeutic compounds and in immunological processes for the 
development of antibodies. ' 

The polypeptides and proteins of the present invention can alternatively be purified 
5 from cells which have been altered to express the desired polypeptide or protein. As used 
herein, a cell is said to be altered to express a desired polypeptide or protein when the cell, 
through genetic manipulation, is made to produce a polypeptide or protein which it normally 
does not produce or which the cell normally produces at a lower level. One skilled in the art 
can readily adapt procedures for introducing and expressing either recombinant or synthetic 

10 sequences into eukaryotic or prokaiyotic cells in order to generate a cell which produces one 
of the polypeptides or proteins of the present invention. 

The invention also relates to methods for producing a polypeptide comprising 
growing a culture of host cells of the invention in a suitable culture medium, and purifying 
the protein from the cells or the culture in which the cells are grown. For example, the 

1 5 methods of the invention include a process for producing a polypeptide in which a host cell 
containing a suitable expression vector that includes a polynucleotide of the invention is 
cultured under conditions that allow expression of the encoded polypeptide. The 
polypeptide can be recovered from the culture, conveniently from the culture medium, or 
from a lysate prepared from the host cells and further purified. Preferred embodiments 

20 include those in which the protein produced by such process is a full length or mature form 
of the protein. 

In an alternative method, the polypeptide or protein is purified from bacterial cells 
which naturally produce the polypeptide or protein. One skilled in the art can readily follow 
known methods for isolating polypeptides and proteins in order to obtain one of the isolated 

25 polypeptides or proteins of the present invention. These include, but are not limited to, 
immunochromatography, HPLC, size-exclusion chromatography, ion-exchange 
chromatography, and immuno-affinity chromatography. See, e.g., Scopes, Protein 
Purification: Principles and Practice, Springer- Verlag (1994); Sambrook, et al., in 
Molecular Cloning: A Laboratory Manual; Ausubel et aL, Current Protocols in Molecular 

30 Biology. Polypeptide fragments that retain biological/immunological activity include 

fragments comprising greater than about 100 amino acids, or greater than about 200 amino 
acids, and fragments that encode specific protein domains. 
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The purified polypeptides can be used in in vitro binding assays which are well 
known in die art to identify molecules which bind to the polypeptides. These molecules 
include but are not limited to, for e.g., small molecules, molecules from combinatorial 
libraries, antibodies or other proteins. The molecules identified in the binding assay are then 
5 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

In addition, the peptides of the invention or molecules capable of binding to the 
peptides may be complexed with toxins, e.g., ricin or cholera, or with other compounds that 
10 are toxic to cells. The toxin-binding molecule complex is then targeted to a tumor or other 
cell by the specificity of the binding molecule for SEQ ID NO: 685-1368, or 1967-2564. 

The protein of the invention may also be expressed as a product of transgenic 
animals, as a component of the milk of transgenic cows, goats, pigs, or sheep which are 
characterized by somatic or germ cells containing a nucleotide sequence encoding the 
15 protein. 

The proteins provided herein also include proteins characterized by amino acid 
sequences similar to those of purified proteins but into which modification are naturally 
provided or deliberately engineered. For example, modifications, in the peptide or DNA 
sequence, can be made by those skilled in the art using known techniques. Modifications of 

20 interest in the protein sequences may include the alteration, substitution, replacement, 

insertion or deletion of a selected amino acid residue in the coding sequence. For example, 
one or more of the cysteine residues may be deleted or replaced with another amino acid to 
alter the conformation of the molecule. Techniques for such alteration, substitution, 
replacement, insertion or deletion are well known to those skilled in the art (see, e.g., U.S. 

25 Pat. No. 4,5 1 8,584). Preferably, such alteration, substitution, replacement, insertion or 

deletion retains the desired activity of the protein. Regions of the protein that are important 
for the protein function can be determined by various methods known in the art including the 
alanine-scanning method which involved systematic substitution of single or strings of 
amino acids with alanine, followed by testing the resulting alanine-containing variant for 

30 biological activity. This type of analysis determines the importance of the substituted amino 
acid(s) in biological activity. Regions of the protein that are important for protein function 
may be determined by the eMATRIX program. 
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Other fragments and derivatives of the sequences of proteins which would be 
expected to retain protein activity in whole or in part and are useful for screening or other 
immunological methodologies may also be easily made by those skilled in the art given the 
disclosures herein. Such modifications are encompassed by the present invention. 
5 The protein may also be produced by operably linking the isolated polynucleotide of 

the invention to suitable control sequences in one or more insect expression vectors, and 
employing an insect expression system. Materials and methods for baculovirus/insect cell 
expression systems are commercially available in kit form from, e.g. 9 Invitrogen, San Diego, 
Calif., U.S.A. (the MaxBat™ kit), and such methods are well known in the art, as described 

10 in Summers and Smith, Texas Agricultural Experiment Station Bulletin No. 1555 (1987), 
incoiporated herein by reference. As used herein, an insect cell capable of expressing a 
polynucleotide of the present invention is "transformed." 

The protein of the invention may be prepared by culturing transformed host cells 
under culture conditions suitable to express the recombinant protein. The resulting 

15 expressed protein may then be purified from such culture (i.e., from culture medium or cell 
extracts) using known purification processes, such as gel filtration and ion exchange 
chromatography. The purification of the protein may also include an affinity column 
containing agents which will bind to the protein; one or more column steps over such affinity 
resins as concanavalin A-agarose, heparin-toyopearl™ or Cibacrom blue 3GA Sepharose™; 

20 one or more steps involving hydrophobic interaction chromatography using such resins as 
phenyl ether, butyl ether, or propyl ether, or immunoaffinity chromatography. 

Alternatively, the protein of the invention may also be expressed in a form which will 
facilitate purification. For example, it may be expressed as a fusion protein, such as those of 
maltose binding protein (MBP), glutathione-S-transferase (GST) or thioredoxin (TRX), or as 

25 a His tag. Kits for expression and purification of such fusion proteins are commercially 
available from New England BioLab (Beverly, Mass.), Pharmacia (Piscataway, N.J.) and 
Invitrogen, respectively. The protein can also be tagged with an epitope and subsequently 
purified by using a specific antibody directed to such epitope. One such epitope ("FLAG®") 
is commercially available from Kodak (New Haven, Conn.). 

30 Finally, one or more reverse-phase high performance liquid chromatography (RP- 

HPLC) steps employing hydrophobic RP-HPLC media, e.g., silica gel having pendant 
methyl or other aliphatic groups, can be employed to further purify the protein. Some or all 
of the foregoing purification steps, in various combinations, can also be employed to provide 
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a substantially homogeneous isolated recombinant protein. The protein thus purified is 
substantially free of other mammalian proteins and is defined in accordance with the present 
invention as an "isolated protein." 

The polypeptides of the invention include analogs (variants). This embraces 
5 fragments, as well as peptides in which one or more amino acids has been deleted, inserted, 
or substituted. Also, analogs of the polypeptides of the invention embrace fusions of the 
polypeptides or modifications of the polypeptides of the invention, wherein the polypeptide 
or analog is fused to another moiety or moieties, e.g., targeting moiety or another therapeutic 
agent. Such analogs may exhibit improved properties such as activity and/or stability. 

10 Examples of moieties which may be fused to the polypeptide or an analog include, for 

example, targeting moieties which provide for the delivery of polypeptide to pancreatic cells, 
e.g., antibodies to pancreatic cells, antibodies to immune cells such as T-cells, monocytes, 
dendritic cells, granulocytes, etc., as well as receptor and ligands expressed on pancreatic or 
immune cells. Other moieties which may be fused to the polypeptide include therapeutic 

1 5 agents which are used for treatment, for example, immunosuppressive drugs such as 

cyclosporin, SK506, azathioprine, CD3 antibodies and steroids. Also, polypeptides may be 
fused to immune modulators, and other cytokines such as alpha or beta interferon. 



4.6.1 DETERMINING POLYPEPTIDE AND POLYNUCLEOTIDE 
20 IDENTITY AND SIMILARITY 

Preferred identity and/or similarity are designed to give the largest match between 
the sequences tested. Methods to determine identity and similarity are codified in computer 
programs including, but are not limited to, the GCG program package, including GAP 
(Devereux, J., et al., Nucleic Acids Research 12(1):387 (1984); Genetics Computer Group, 

25 University of Wisconsin, Madison, WI), BLASTP, BLASTN, BLASTX, FASTA (Altschul, 
S.F. et al., J. Molec. Biol. 215:403-410 (1990), PSI-BLAST (Altschul S.F. et al, Nucleic 
Acids Res. vol. 25, pp. 3389-3402, herein incorporated by reference), eMatrix software (Wu 
et al., J. Comp. Biol., Vol. 6, pp. 219-235 (1999), herein incorporated by reference), eMotif 
software (Nevill-Manning et al, ISMB-97, Vol. 4, pp. 202-209, herein incorporated by 

30 reference), Pfam software (Sonnhammer et al., Nucleic Acids Res., Vol. 26(1), pp. 320-322 
(1998), herein incorporated by reference) and the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), the GeneAtlas software (Molecular 
Simulations Inc. (MSI), San Diego, CA) (Sanchez and Sali (1998) Proc. Natl. Acad. Sci., 95, 
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modeling - an evaluation" Submitted; Fischer and Eisenberg (1996) Protein Sci. 5, 947- 
955), Neural Network SignalP VI. 1 program (from Center for Biological Sequence 
Analysis, The Technical University of Denmark) incorporated herein by reference). 
5 Polypeptide sequences were examined by a proprietary algorithm, SeqLoc that separates the 
proteins into three sets of locales: intracellular, membrane, or secreted. This prediction is 
based upon three characteristics of each polypeptide, including percentage of cysteine 
residues, Kyte-Doolittle scores for the first 20 amino acids of each protein, and Kyte- 
Doolittle scores to calculate the longest hydrophobic stretch of the said protein. Values of 

1 0 predicted proteins are compared against the values from a set of 592 proteins of known 

cellular localization from the Swissprot database fhttp://www.expasv.ch/sprot) . Predictions 
are based upon the maximum likelihood estimation. 

Pesence of transmembrane region(s) was detected using the TMpred program 
Oittp://www.ch.embnet.org/software/TMPRED form.html) . 

1 5 The BLAST programs are publicly available from the National Center for 

Biotechnology Information (NCBI) and other sources (BLAST Manual, Altschul, S., et al. 
NCBI NLM NIH Bethesda, MD 20894; Altschul, S., et al., J. Mol. Biol. 215:403-410 
(1990). 

4.7 CHIMERIC AND FUSION PROTEINS 
20 The invention also provides chimeric or fusion proteins. As used herein, a "chimeric 

protein" or "fusion protein" comprises a polypeptide of the invention operatively linked to 

another polypeptide. Within a fusion protein the polypeptide according to the invention can 

correspond to all or a portion of a protein according to the invention. In one embodiment, a 

fusion protein comprises at least one biologically active portion of a protein according to the 

25 invention. In another embodiment, a fusion protein comprises at least two biologically 
active portions of a protein according to the invention. Within the fusion protein, the term 
"operatively linked" is intended to indicate that the polypeptide according to the invention 
and the other polypeptide are fused in-frame to each other. The polypeptide can be fused to 
the N-terminus or C-terminus, or to the middle. 

30 For example, in one embodiment a fusion protein comprises a polypeptide according 

to the invention operably linked to the extracellular domain of a second protein. 
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In another embodiment, the fusion protein is a GST-fusion protein in which the 
polypeptide sequences of the invention are fused to the C-teiminus of the GST (i.e., 
glutathione S-transferase) sequences. 

In another embodiment, the fusion protein is an immunoglobulin fusion protein in 
5 which the polypeptide sequences according to the invention comprise one or more domains 
fused to sequences derived from a member of the immunoglobulin protein family. The 
immunoglobulin fusion proteins of the invention can be incorporated into pharmaceutical 
compositions and administered to a subject to inhibit an interaction between a ligand and a 
protein of the invention on the surface of a cell, to thereby suppress signal transduction in 

1 0 vivo. The immunoglobulin fusion proteins can be used to affect the bioavailability of a 

cognate ligand. Inhibition of the ligand/protein interaction may be useful therapeutically for 
both the treatment of proliferative and differentiative disorders, e.g., cancer as well as 
modulating (e.g., promoting or inhibiting) cell survival. Moreover, the immunoglobulin 
fusion proteins of the invention can be used as immunogens to produce antibodies in a 

1 5 subject, to purify ligands, and in screening assays to identify molecules that inhibit the 
interaction of a polypeptide of the invention with a ligand. 

A chimeric or fusion protein of the invention can be produced by standard 
recombinant DNA techniques. For example, DNA fragments coding for the different 
polypeptide sequences are ligated together in-frame in accordance with conventional 

20 techniques, e.g. , by employing blunt-ended or stagger-ended termini for ligation, restriction 
enzyme digestion to provide for appropriate termini, filling-in of cohesive ends as 
appropriate, alkaline phosphatase treatment to avoid undesirable joining, and enzymatic 
ligation. In another embodiment, the fusion gene can be synthesized by conventional 
techniques including automated DNA synthesizers. Alternatively, PCR amplification of 

25 gene fragments can be carried out using anchor primers that give rise to complementary 
overhangs between two consecutive gene fragments that can subsequently be annealed and 
reamplified to generate a chimeric gene sequence (see, for example, Ausubel et al. (eds.) 
Current Protocols in Molecular Biology, John Wiley & Sons, 1992). Moreover, 
many expression vectors are commercially available that already encode a fusion moiety 

30 (e.g. , a GST polypeptide). A nucleic acid encoding a polypeptide of the invention can be 
cloned into such an expression vector such that the fusion moiety is linked in-frame to the 
protein of the invention. 
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4.8 GENE THERAPY 

Mutations in the polynucleotides of the invention gene may result in loss of normal 
function of the encoded protein. The invention thus provides gene therapy to restore normal 
activity of the polypeptides of the invention; or to treat disease states involving polypeptides 
5 of the invention- Delivery of a functional gene encoding polypeptides of the invention to 
appropriate cells is effected ex vivo, in situ, or in vivo by use of vectors, and more 
particularly viral vectors (e.g., adenovirus, adeno-associated virus, or a retrovirus), or ex vivo 
by use of physical DNA transfer methods (e.g., liposomes or chemical treatments). See, for 
example, Anderson, Nature, supplement to vol. 392, no. 6679, pp.25-20 (1998). For 

10 additional reviews of gene therapy technology see Friedmann, Science, 244: 1275-1281 

(1989); Verma, Scientific American: 68-84 (1990); and Miller, Nature, 357: 455-460 (1992). 
Introduction of any one of the nucleotides of the present invention or a gene encoding the 
polypeptides of the present invention can also be accomplished with extrachromosomal 
substrates (transient expression) or artificial chromosomes (stable expression). Cells may 

1 5 also be cultured ex vivo in the presence of proteins of the present invention in order to 

proliferate or to produce a desired effect on or activity in such cells. Treated cells can then 
be introduced in vivo for therapeutic purposes. Alternatively, it is contemplated that in other 
human disease states, preventing the expression of or inhibiting the activity of polypeptides 
of the invention will be useful in treating the disease states. It is contemplated that antisense 

20 therapy or gene therapy could be applied to negatively regulate the expression of 
polypeptides of the invention. 

Other methods inhibiting expression of a protein include the introduction of antisense 
molecules to the nucleic acids of the present invention, their complements, or their translated 
RNA sequences, by methods known in the art. Further, the polypeptides of the present 

25 invention can be inhibited by using targeted deletion methods, or the insertion of a negative 
regulatory element such as a silencer, which is tissue specific. 

The present invention still further provides cells genetically engineered in vivo to 
express the polynucleotides of the invention, wherein such polynucleotides are in operative 
association with a regulatory sequence heterologous to the host cell which drives expression of 

30 the polynucleotides in the cell. These methods can be used to increase or decrease the 
expression of the polynucleotides of the present invention. 

Knowledge of DNA sequences provided by the invention allows for modification of 
cells to permit, increase, or decrease, expression of endogenous polypeptide. Cells can be 
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modified (e.g., by homologous recombination) to provide increased polypeptide expression by 
replacing, in whole or in part, the naturally occurring promoter with all or part of a heterologous 
promoter so that the cells express the protein at higher levels. The heterologous promoter is 
inserted in such a manner that it is operatively linked to the desired protein encoding sequences. 
5 See, for example, PCT International Publication No. WO 94/12650, PCT International 

Publication No. WO 92/20808, and PCT International Publication No. WO 91/09955. It is also 
contemplated that, in addition to heterologous promoter DNA, amplifiable marker DNA (e.g., 
ada, dhfir, and the multifunctional CAD gene which encodes carbamyl phosphate synthase, 
aspartate transcarbamylase, and dihydroorotase) and/or intron DNA may be inserted along with 

1 0 the heterologous promoter DNA. If linked to the desired protein coding sequence, 

amplification of the marker DNA by standard selection methods results in co-amplification of 
the desired protein coding sequences in the cells. 

In another embodiment of the present invention, cells and tissues may be engineered to 
express an endogenous gene comprising the polynucleotides of the invention under the control 

15 of inducible regulatory elements, in which case the regulatory sequences of the endogenous 
gene may be replaced by homologous recombination. As described herein, gene targeting can 
be used to replace a gene's existing regulatory region with a regulatory sequence isolated from 
a different gene or a novel regulatory sequence synthesized by genetic engineering methods. 
Such regulatory sequences may be comprised of promoters, enhancers, scaffold-attachment 

20 regions, negative regulatory elements, transcriptional initiation sites, regulatory protein binding 
sites or combinations of said sequences. Alternatively, sequences which affect the structure or 
stability of the RNA or protein produced may be replaced, removed, added, or otherwise 
modified by targeting. These sequences include polyadenylation signals, mRNA stability 
elements, splice sites, leader sequences for enhancing or modifying transport or secretion 

25 properties of the protein, or other sequences which alter or improve the function or stability of 
protein or RNA molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 
gene under the control of the new regulatory sequence, e.g. t inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 

30 deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 
element Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different cell-type 
specificity than the naturally occurring elements. Here, the naturally occurring sequences are 
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deleted and new sequences are added. In all cases, the identification of the targeting event may 
be facilitated by the use of one or more selectable marker genes that are contiguous with the 
targeting DNA, allowing for the selection of cells in which the exogenous DNA has integrated 
into the cell genome. The identification of the targeting event may also be facilitated by the use 
5 of one or more marker genes exhibiting the property of negative selection, such that the 
negatively selectable marker is linked to the exogenous DNA, but configured such that the 
negatively selectable marker flanks the targeting sequence, and such that a correct homologous 
recombination event with sequences in the host cell genome does not result in the stable 
integration of the negatively selectable marker. Markers useful for this purpose include the 

1 0 Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial xanthine-guanine 
phosphoribosyl-transferase (gpt) gene. 

The gene targeting or gene activation techniques which can be used in accordance with 
this aspect of the invention are more particularly described in U.S. Patent No. 5,272,071 to 
Chappel; U.S. Patent No. 5,578,461 to Sherwin et aL; International Application No. 

1 5 PCT/US92/09627 (WO93/09222) by Selden et aL; and International Application No. 
PCT/US90/06436 (WO91/06667) by Skoultchi et aL, each of which is incorporated by 
reference herein in its entirety. 

4.9 TRANSGENIC ANIMALS 

20 In preferred methods to determine biological functions of the polypeptides of the 

invention in vivo, one or more genes provided by the invention are either over expressed or 
inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 

25 Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 
can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 

30 systems to identify compounds that modulate lipid metabolism. Transgenic animals, 

preferably non-human mammals, are produced using methods as described in U.S. Patent No 
5,489,743 and PCT Publication No. W094/28122, incorporated herein by reference. 
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Transgenic animals can be prepared wherein all or part of a promoter of the 
polynucleotides of the invention is either activated or inactivated to alter the level of 
expression of the polypeptides of the invention. Inactivation can be carried out using 
homologous recombination methods described above. Activation can be achieved by 
5 supplementing or even replacing the homologous promoter to provide for increased protein 
expression. The homologous promoter can be supplemented by insertion of one or more 
heterologous enhancer elements known to confer promoter activation in a particular tissue. 

The polynucleotides of the present invention also make possible the development, 
through, e.g., homologous recombination or knock out strategies, of animals that fail to 

1 0 express polypeptides of the invention or that express a variant polypeptide. Such animals are 
useful as models for studying the in vivo activities of polypeptide as well as for studying 
modulators of the polypeptides of the invention. 

In preferred methods to determine biological functions of the polypeptides of the 
invention in vivo, one or more genes provided by the invention are either over expressed or 

1 5 inactivated in the germ line of animals using homologous recombination [Capecchi, Science 
244: 1288-1292 (1989)]. Animals in which the gene is over expressed, under the regulatory 
control of exogenous or endogenous promoter elements, are known as transgenic animals. 
Animals in which an endogenous gene has been inactivated by homologous recombination 
are referred to as "knockout" animals. Knockout animals, preferably non-human mammals, 

20 can be prepared as described in U.S. Patent No. 5,557,032, incorporated herein by reference. 
Transgenic animals are useful to determine the roles polypeptides of the invention play in 
biological processes, and preferably in disease states. Transgenic animals are useful as model 
systems to identify compounds that modulate lipid metabolism. Transgenic animals, 
preferably non-human mammals, are produced using methods as described in U.S. Patent No 

25 5,489,743 and PCT Publication No. W094/28 1 22, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of the polynucleotides of the 
invention promoter is either activated or inactivated to alter the level of expression of the 
polypeptides of the invention. Inactivation can be carried out using homologous 
recombination methods described above. Activation can be achieved by supplementing or 

30 even replacing the homologous promoter to provide for increased protein expression. The 
homologous promoter can be supplemented by insertion of one or more heterologous 
enhancer elements known to confer promoter activation in a particular tissue. 
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4.10 USES AND BIOLOGICAL ACTIVITY 

The polynucleotides and proteins of the present invention are expected to exhibit one 
or more of the uses or biological activities (including those associated with assays cited 
herein) identified herein. Uses or activities described for proteins of the present invention 
5 may be provided by administration or use of such proteins or of polynucleotides encoding 
such proteins (such as, for example, in gene therapies or vectors suitable for introduction of 
DNA). The mechanism underlying the particular condition or pathology will dictate whether 
the polypeptides of the invention, the polynucleotides of the invention or modulators 
(activators or inhibitors) thereof would be beneficial to the subject in need of treatment 

10 Thus, "therapeutic compositions of the invention" include compositions comprising isolated 
polynucleotides (including recombinant DNA molecules, cloned genes and degenerate 
variants thereof) or polypeptides of the invention (including full length protein, mature 
protein and truncations or domains thereof), or compounds and other substances that 
modulate the overall activity of the target gene products, either at the level of target 

1 5 gene/protein expression or target protein activity. Such modulators include polypeptides, 
analogs, (variants), including fragments and fusion proteins, antibodies and other binding 
proteins; chemical compounds that directly or indirectly activate or inhibit the polypeptides 
of the invention (identified, e.g., via drug screening assays as described herein); antisense 
polynucleotides and polynucleotides suitable for triple helix formation; and in particular 

20 antibodies or other binding partners that specifically recognize one or more epitopes of the 
polypeptides of the invention. 

The polypeptides of the present invention may likewise be involved in cellular 
activation or in one of the other physiological pathways described herein. 

25 4.10.1 RESEARCH USES AND UTILITIES 

The polynucleotides provided by the present invention can be used by the research 
community for various purposes. The polynucleotides can be used to express recombinant 
protein for analysis, characterization or therapeutic use; as markers for tissues in which the 
corresponding protein is preferentially expressed (either constitutively or at a particular stage 

30 of tissue differentiation or development or in disease states); as molecular weight markers on 
gels; as chromosome markers or tags (when labeled) to identify chromosomes or to map 
related gene positions; to compare with endogenous DNA sequences in patients to identify 
potential genetic disorders; as probes to hybridize and thus discover novel, related DNA 
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sequences; as a source of information to derive PCR primers for genetic fingerprinting; as a 
probe to "subtract-out" known sequences in the process of discovering other novel 
polynucleotides; for selecting and making oligomers for attachment to a "gene chip" or other 
support, including for examination of expression patterns; to raise anti-protein antibodies 
5 using DNA immunization techniques; and as an antigen to raise anti-DNA antibodies or 
elicit another immune response. Where the polynucleotide encodes a protein which binds or 
potentially binds to another protein (such as, for example, in a receptor-ligand interaction), 
the polynucleotide can also be used in interaction trap assays (such as, for example, that 
described in Gyuris et al, Cell 75:791-803 (1993)) to identify polynucleotides encoding the 

10 other protein with which binding occurs or to identify inhibitors of the binding interaction. 

The polypeptides provided by the present invention can similarly be used in assays to 
determine biological activity, including in a panel of multiple proteins for high-throughput 
screening; to raise antibodies or to elicit another immune response; as a reagent (including 
the labeled reagent) in assays designed to quantitatively determine levels of the protein (or 

15 its receptor) in biological fluids; as markers for tissues in which the corresponding 

polypeptide is preferentially expressed (either constitutively or at a particular stage of tissue 
differentiation or development or in a disease state); and, of course, to isolate correlative 
receptors or ligands. Proteins involved in these binding interactions can also be used to 
screen for peptide or small molecule inhibitors or agonists of the binding interaction. 

20 Any or all of these research utilities are capable of being developed into reagent 

grade or kit format for commercialization as research products. 

Methods for performing the uses listed above are well known to those skilled in the 
art. References disclosing such methods include without limitation "Molecular Cloning: A 
Laboratory Manual", 2d ed., Cold Spring Harbor Laboratory Press, Sambrook, J., E. F. 

25 Fritsch and T. Maniatis eds., 1989, and "Methods in Enzymology: Guide to Molecular 
Cloning Techniques", Academic Press, Berger, S. L. and A. R. Kimmel eds., 1987. 

4.10.2 NUTRITIONAL USES 

Polynucleotides and polypeptides of the present invention can also be used as 
30 nutritional sources or supplements. Such uses include without limitation use as a protein or 
amino acid supplement, use as a carbon source, use as a nitrogen source and use as a source of 
carbohydrate. In such cases the polypeptide or polynucleotide of the invention can be added to 
the feed of a particular organism or can be administered as a separate solid or liquid 
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preparation, such as in the form of powder, pills, solutions, suspensions or capsules. In the case 
of microorganisms, the polypeptide or polynucleotide of the invention can be added to the 
medium in or on which the microorganism is cultured. 

5 4.10.3 CYTOKINE AND CELL PROLIFERATION/DEFTERENTIATION 

ACTIVITY 

A polypeptide of the present invention may exhibit activity relating to cytokine, cell 
proliferation (either inducing or inhibiting) or cell differentiation (either inducing or 
inhibiting) activity or may induce production of other cytokines in certain cell populations. 

10 A polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Many protein factors discovered to date, including all known cytokines, have exhibited 
activity in one or more factor-dependent cell proliferation assays, and hence the assays serve 
as a convenient confirmation of cytokine activity. The activity of therapeutic compositions 
of the present invention is evidenced by any one of a number of routine factor dependent cell 

15 proliferation assays for cell lines including, without limitation, 32D, DA2, DA1G, T10, B9, 
B9/1 1, BaF3, MC9/G, M+(preB M+), 2E8, RB5, DAI, 123, Tl 165, HT2, CTLL2, TF-1, 
Mo7e, CMK, HUVEC, and Caco. Therapeutic compositions of the invention can be used in 
the following: 

Assays for T-cell or thymocyte proliferation include without limitation those 
20 described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 

Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 

Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 

Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 

Bertagnolli et al., J. Immunol. 145:1706-1712, 1990; Bertagnolli et al., Cellular Immunology 
25 133:327-341, 1991; Bertagnolli, et al., I. Immunol. 149:3778-3783, 1992; Bowman et al., I. 

Immunol. 152:1756-1761, 1994. 

Assays for cytokine production and/or proliferation of spleen cells, lymph node cells 

or thymocytes include, without limitation, those described in: Polyclonal T cell stimulation, 

Kruisbeek, A. M. and Shevach, E. M. In Current Protocols in Immunology. J. E. e.a. Coligan 
30 eds. Vol 1 pp. 3.12.1-3.12.14, John Wiley and Sons, Toronto. 1994; and Measurement of 

mouse and human interleukm-y, Schreiber, R. D. In Current Protocols in Immunology. J. E. 

e.a. Coligan eds. Vol 1 pp. 6.8.1-6.8.8, John Wiley and Sons, Toronto. 1994. 
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Assays for proliferation and differentiation of hematopoietic and lymphopoietic cells 
include, without limitation, those described in: Measurement of Human and Murine 
Interleukin 2 and Interleukin 4, Bottomly, K., Davis, L. S. and Lipsky, P. E. In Current 
Protocols in Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 6.3.1-6.3.12, John Wiley and 
5 Sons, Toronto. 1991; deVries et al. s J. Exp. Med. 173:1205-121 1, 1991; Moreau et al., 

Nature 336:690-692, 1988; Greenberger et al., Proc. Natl. Acad. Sci. U.S.A. 80:2931-2938, 
1983; Measurement of mouse and human interleukin 6— Nordan, R. In Current Protocols in 
Immunology. J. E. Coligan eds. Vol 1 pp. 6.6.1-6.6.5, John Wiley and Sons, Toronto. 1991; 
Smith et al., Proc. Natl. Aced. Sci. U.S.A. 83:1857-1861, 1986; Measurement of human 

10 Interleukin 1 1 -Bennett, F., Giannotti, J., Clark, S. C. and Turner, K. J. In Current Protocols 
in Immunology. J. E. Coligan eds. Vol 1 pp. 6.15.1 John Wiley and Sons, Toronto. 1991; 
Measurement of mouse and human Interleukin 9--Ciarletta, A., Giannotti, J., Clark, S. C. 
and Turner, K. J. In Current Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 6.13.1, 
John Wiley and Sons, Toronto. 1991. 

15 Assays for T-cell clone responses to antigens (which will identify, among others, 

proteins that affect APC-T cell interactions as well as direct T-cell effects by measuring 
proliferation and cytokine production) include, without limitation, those described in: 
Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Margulies, 
E. M. Shevach, W Strober, Pub. Greene Publishing Associates and Wiley-Interscience 

20 (Chapter 3, In Vitro assays for Mouse Lymphocyte Function; Chapter 6, Cytokines and their 
cellular receptors; Chapter 7, Immunologic studies in Humans); Weinberger etal., Proc. 
Natl. Acad. Sci. USA 77:6091-6095, 1980; Weinberger et al., Eur. J. Immun. 1 1 :405-41 1, 
1981; Takai et al., J. Immunol. 137:3494-3500, 1986; Takai et al, J. Immunol. 140:508-512, 
1988. 

25 

4.10.4 STEM CELL GROWTH FACTOR ACTIVITY 

A polypeptide of the present invention may exhibit stem cell growth factor activity 
and be involved in the proliferation, differentiation and survival of pluripotent and totipotent 
stem cells including primordial germ cells, embryonic stem cells, hematopoietic stem cells 
30 and/or germ line stem cells. Administration of the polypeptide of the invention to stem cells 
in vivo or ex vivo is expected to maintain and expand cell populations in a totipotential or 
pluripotential state which would be useful for re-engineering damaged or diseased tissues, 
transplantation, manufacture of bio-pharmaceuticals and the development of bio-sensors. 
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The ability to produce large quantities of human cells has important working applications for 
the production of human proteins which currently must be obtained from non-human sources 
or donors, implantation of cells to treat diseases such as Parkinson's, Alzheimer's and other 
neurodegenerative diseases; tissues for grafting such as bone marrow, skin, cartilage, 
5 tendons, bone, muscle (including cardiac muscle), blood vessels, cornea, neural cells, 
gastrointestinal cells and others; and organs for transplantation such as kidney, liver, 
pancreas (including islet cells), heart and lung. 

It is contemplated that multiple different exogenous growth factors and/or cytokines 
may be administered in combination with the polypeptide of the invention to achieve the 
10 desired effect, including any of the growth factors listed herein, other stem cell maintenance 
factors, and specifically including stem cell factor (SCF), leukemia inhibitory factor (UF), 
Flt-3 ligand (Flt-3L), any of the interleukins, recombinant soluble IL-6 receptor fused to IL- 
6, macrophage inflammatory protein 1 -alpha (MIP-1-alpha), G-CSF, GM-CSF, 
thrombopoietin (TPO), platelet factor 4 (PF-4), platelet-derived growth factor (PDGF), 
15 neural growth factors and basic fibroblast growth factor (bFGF). 

Since totipotent stem cells can give rise to virtually any mature cell type, expansion 
of these cells in culture will facilitate the production of large quantities of mature cells. 
Techniques for culturing stem cells are known in the art and administration of polypeptides 
of the invention, optionally with other growth factors and/or cytokines, is expected to 
20 enhance the survival and proliferation of the stem cell populations. This can be 

accomplished by direct administration of the polypeptide of the invention to the culture 
medium. Alternatively, stroma cells transfected with a polynucleotide that encodes for the 
polypeptide of the invention can be used as a feeder layer for the stem cell populations in 
culture or in vivo. Stromal support cells for feeder layers may include embryonic bone 
25 marrow fibroblasts, bone marrow stromal cells, fetal liver cells, or cultured embryonic 
fibroblasts (see U.S. Patent No. 5,690,926). 

Stem cells themselves can be transfected with a polynucleotide of the invention to 
induce autocrine expression of the polypeptide of the invention. This will allow for 
generation of undifferentiated totipotential/pluripotential stem cell lines that are useful as is 
30 or that can then be differentiated into the desired mature cell types. These stable cell lines 
can also serve as a source of undifferentiated totipotential/pluripotential mRNA to create 
cDNA libraries and templates for polymerase chain reaction experiments. These studies 
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would allow for the isolation and identification of differentially expressed genes in stem cell 
populations that regulate stem cell proliferation and/or maintenance. 

Expansion and maintenance of totipotent stem cell populations will be useful in the 
treatment of many pathological conditions. For example, polypeptides of the present 
5 invention may be used to manipulate stem cells in culture to give rise to neuroepithelial cells 
that can be used to augment or replace cells damaged by illness, autoimmune disease, 
accidental damage or genetic disorders. The polypeptide of the invention may be useful for 
inducing the proliferation of neural cells and for the regeneration of nerve and brain tissue, 
i.e. for the treatment of central and peripheral nervous system diseases and neuropathies, as 

10 well as mechanical and traumatic disorders which involve degeneration, death or trauma to 
neural cells or nerve tissue. In addition, the expanded stem cell populations can also be 
genetically altered for gene therapy purposes and to decrease host rejection of replacement 
tissues after grafting or implantation. 

Expression of the polypeptide of the invention and its effect on stem cells can also be 

1 5 manipulated to achieve controlled differentiation of the stem cells into more differentiated 
cell types. A broadly applicable method of obtaining pure populations of a specific 
differentiated cell type from undifferentiated stem cell populations involves the use of a cell- 
type specific promoter driving a selectable marker. The selectable marker allows only cells 
of the desired type to survive. For example, stem cells can be induced to differentiate into 

20 cardiomyocytes (Wobus et al., Differentiation, 48: 1 73- 1 82, (1 99 1); Klug et al., J. Clin. 
Invest, 98(1): 216-224, (1998)) or skeletal muscle cells (Browder, L. W. In: Principles of 
Tissue Engineering eds. Lanza et al., Academic Press (1997)). Alternatively, directed 
differentiation of stem cells can be accomplished by culturing the stem cells in the presence 
of a differentiation factor such as retinoic acid and an antagonist of the polypeptide of the 

25 invention which would inhibit the effects of endogenous stem cell factor activity and allow 
differentiation to proceed. 

In vitro cultures of stem cells can be used to determine if the polypeptide of the 
invention exhibits stem cell growth factor activity. Stem cells are isolated from any one of 
various cell sources (including hematopoietic stem cells and embryonic stem cells) and 

30 cultured on a feeder layer, as described by Thompson et al. Proc. Natl. Acad. Sci, U.S.A., 
92: 7844-7848 (1995), in the presence of the polypeptide of the invention alone or in 
combination with other growth factors or cytokines. The ability of the polypeptide of the 
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invention to induce stem cells proliferation is determined by colony formation on semi-solid 
support e.g. as described by Bernstein et al., Blood, 77: 2316-2321 (1991). 

4.10.5 HEMATOPOIESIS REGULATING ACTIVITY 

5 A polypeptide of the present invention may be involved in regulation of 

hematopoiesis and, consequently, in the treatment of myeloid or lymphoid cell disorders. 
Even marginal biological activity in support of colony forming cells or of factor-dependent 
cell lines indicates involvement in regulating hematopoiesis, e.g. in supporting the growth 
and proliferation of erythroid progenitor cells alone or in combination with other cytokines, 

10 thereby indicating utility, for example, in treating various anemias or for use in conjunction 
with irradiation/chemotherapy to stimulate the production of erythroid precursors and/or 
erythroid cells; in supporting the growth and proliferation of myeloid cells such as 
granulocytes and monocytes/macrophages (i.e., traditional CSF activity) useful, for example, 
in conjunction with chemotherapy to prevent or treat consequent myelo-suppression; in 

15 supporting the growth and proliferation of megakaryocytes and consequently of platelets 
thereby allowing prevention or treatment of various platelet disorders such as 
thrombocytopenia, and generally for use in place of or complimentary to platelet 
transfusions; and/or in supporting the growth and proliferation of hematopoietic stem cells 
which are capable of maturing to any and all of the above-mentioned hematopoietic cells and 

20 therefore find therapeutic utility in various stem cell disorders (such as those usually treated 
with transplantation, including, without limitation, aplastic anemia and paroxysmal nocturnal 
hemoglobinuria), as well as in repopulating the stem cell compartment post 
irradiation/chemotherapy, either in-vivo or ex-vivo (i.e., in conjunction with bone marrow 
transplantation or with peripheral progenitor cell transplantation (homologous or 

25 heterologous)) as normal cells or genetically manipulated for gene therapy. 

Therapeutic compositions of the invention can be used in the following: 
Suitable assays for proliferation and differentiation of various hematopoietic lines are 
cited above. 

Assays for embryonic stem cell differentiation (which will identify, among others, 
30 proteins that influence embryonic differentiation hematopoiesis) include, without limitation, 
those described in: Johansson et al. Cellular Biology 15:141-151, 1995; Keller et al., 
Molecular and Cellular Biology 13:473-486, 1993; McClanahan et al., Blood 81:2903-2915, 
1993. 
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Assays for stem cell survival and differentiation (which will identify, among others, 
proteins that regulate lympho-hematopoiesis) include, without limitation, those described in: 
Methylcellulose colony fomiing assays, Freshney, M. G. In Culture of Hematopoietic Cells. 
R. I. Freshney, et al. eds. Vol pp. 265-268, Wiley-Liss, Inc., New York, N.Y. 1994; 
5 Hirayama et al., Proc. Natl. Acad. Sci. USA 89:5907-591 1 , 1 992; Primitive hematopoietic 
colony forming cells with high proliferative potential, McNiece, I. K. and Briddell, R. A. In 
Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 23-39, Wiley-Liss, Inc., 
New York, N.Y. 1994; Neben et al., Experimental Hematology 22:353-359, 1994; 
Cobblestone area forming cell assay, Ploemacher, R. E. In Culture of Hematopoietic Cells. 

10 R. I. Freshney, et al. eds. Vol pp. 1-21, Wiley-Liss, Inc., New York, N.Y. 1994; Long term 
bone marrow cultures in the presence of stromal cells, Spooncer, R, Dexter, M. and Allen, 
T. In Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 163-179, Wiley-Liss, 
Inc., New York, N.Y. 1994; Long term culture initiating cell assay, Sutherland, H. J. In 
. Culture of Hematopoietic Cells. R. I. Freshney, et al. eds. Vol pp. 139-162, Wiley-Liss, Inc., 

15 New York, N.Y. 1994. 

4.10.6 TISSUE GROWTH ACTIVITY 

A polypeptide of the present invention also may be involved in bone, cartilage, 
tendon, ligament and/or nerve tissue growth or regeneration, as well as in wound healing and 

20 tissue repair and replacement, and in healing of burns, incisions and ulcers. 

A polypeptide of the present invention which induces cartilage and/or bone growth in 
circumstances where bone is not normally formed, has application in the healing of bone 
fractures and cartilage damage or defects in humans and other animals. Compositions of a 
polypeptide, antibody, binding partner, or other modulator of the invention may have 

25 prophylactic use in closed as well as open fracture reduction and also in the improved 
fixation of artificial joints. De novo bone formation induced by an osteogenic agent 
contributes to the repair of congenital, trauma induced, or oncologic resection induced 
craniofacial defects, and also is useful in cosmetic plastic surgery. 

A polypeptide of this invention may also be involved in attracting bone-forming 

30 cells, stimulating growth of bone-forming cells, or inducing differentiation of progenitors of 
bone-forming cells. Treatment of osteoporosis, osteoarthritis, bone degenerative disorders, or 
periodontal disease, such as through stimulation of bone and/or cartilage repair or by 
blocking inflammation or processes of tissue destruction (collagenase activity, osteoclast 
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activity, etc.) mediated by inflammatory processes may also be possible using the 
composition of the invention. 

Another category of tissue regeneration activity that may involve the polypeptide of 
the present invention is tendon/ligament formation. Induction of tendon/ligament-like tissue 
5 or other tissue formation in circumstances where such tissue is not normally formed, has 
application in the healing of tendon or ligament tears, deformities and other tendon or 
ligament defects in humans and other animals. Such a preparation employing a 
tendon/ligament-like tissue inducing protein may have prophylactic use in preventing 
damage to tendon or ligament tissue, as well as use in the improved fixation of tendon or 

10 ligament to bone or other tissues, and in repairing defects to tendon or ligament tissue. De 
novo tendon/ligament-like tissue formation induced by a composition of the present 
invention contributes to the repair of congenital, trauma induced, or other tendon or ligament 
defects of other origin, and is also useful in cosmetic plastic surgery for attachment or repair 
of tendons or ligaments. The compositions of the present invention may provide 

15 environment to attract tendon- or ligament-forming cells, stimulate growth of tendon- or 

ligament-forming cells, induce differentiation of progenitors of tendon- or ligament-forming 
cells, or induce growth of tendon/ligament cells or progenitors ex vivo for return in vivo to 
effect tissue repair. The compositions of the invention may also be useful in the treatment of 
tendinitis, carpal tunnel syndrome and other tendon or ligament defects. The compositions 

20 may also include an appropriate matrix and/or sequestering agent as a carrier as is well 
known in the art. 

The compositions of the present invention may also be useful for proliferation of 
neural cells and for regeneration of nerve and brain tissue, i.e. for the treatment of central 
and peripheral nervous system diseases and neuropathies, as well as mechanical and 

25 traumatic disorders, which involve degeneration, death or trauma to neural cells or nerve 
tissue. More specifically, a composition may be used in the treatment of diseases of the 
peripheral nervous system, such as peripheral nerve injuries, peripheral neuropathy and 
localized neuropathies, and central nervous system diseases, such as Alzheimer's, 
Parkinson's disease, Huntington's disease, amyotrophic lateral sclerosis, and Shy-Drager 

30 syndrome. Further conditions which may be treated in accordance with the present invention 
include mechanical and traumatic disorders, such as spinal cord disorders, head trauma and 
cerebrovascular diseases such as stroke. Peripheral neuropathies resulting from 
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chemotherapy or other medical therapies may also be treatable using a composition of the 
invention. 

Compositions of the invention may also be useful to promote better or faster closure 
of non-healing wounds, including without limitation pressure ulcers, ulcers associated with 
5 vascular insufficiency, surgical and traumatic wounds, and the like. 

Compositions of the present invention may also be involved in the generation or 
regeneration of other tissues, such as organs (including, for example, pancreas, liver, 
intestine, kidney, skin, endothelium), muscle (smooth, skeletal or cardiac) and vascular 
(including vascular endothelium) tissue, or for promoting the growth of cells comprising 
10 such tissues. Part of the desired effects may be by inhibition or modulation of fibrotic 

scarring may allow normal tissue to regenerate. A polypeptide of the present invention may 
also exhibit angiogenic activity. 

A composition of the present invention may also be useful for gut protection or 
regeneration and treatment of lung or liver fibrosis, reperfusion injury in various tissues, and 
1 5 conditions resulting from systemic cytokine damage. 

A composition of the present invention may also be useful for promoting or 
inhibiting differentiation of tissues described above from precursor tissues or cells; or for 
inhibiting the growth of tissues described above. 

Therapeutic compositions of the invention can be used in the following: 
20 Assays for tissue generation activity include, without limitation, those described in: 

International Patent Publication No. WO95/16035 (bone, cartilage, tendon); International 
Patent Publication No. WO95/05846 (nerve, neuronal); International Patent Publication No. 
WO91/07491 (skin, endothelium). 

Assays for wound healing activity include, without limitation, those described in: 
25 Winter, Epidermal Wound Healing, pps. 71-1 12 (Maibach, H. I. and Rovee, D. T., eds.), 

Year Book Medical Publishers, Inc., Chicago, as modified by Eaglstein and Mertz, J. Invest. 
Dermatol 71:382-84 (1978). 

4.10,7 IMMUNE STIMULATING OR SUPPRESSING ACTIVITY 
30 A polypeptide of the present invention may also exhibit immune stimulating or 

immune suppressing activity, including without limitation the activities for which assays are 
described herein. A polynucleotide of the invention can encode a polypeptide exhibiting 
such activities. A protein may be useful in the treatment of various immune deficiencies and 
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disorders (including severe combined immunodeficiency (SCID)), e.g., in regulating (up or 
down) growth and proliferation of T and/or B lymphocytes, as well as effecting the cytolytic 
activity of NK cells and other cell populations. These immune deficiencies may be genetic or 
be caused by viral (e.g., HIV) as well as bacterial or fungal infections, or may result from 
5 autoimmune disorders. More specifically, infectious diseases causes by viral, bacterial, 

fungal or other infection may be treatable using a protein of the present invention, including 
infections by HIV, hepatitis viruses, herpes viruses, mycobacteria, Leishmania spp., malaria 
spp. and various fungal infections such as candidiasis. Of course, in this regard, proteins of 
the present invention may also be useful where a boost to the immune system generally may 

1 0 be desirable, i.e., in the treatment of cancer. 

Autoimmune disorders which may be treated using a protein of the present invention 
include, for example, connective tissue disease, multiple sclerosis, systemic lupus 
erythematosus, rheumatoid arthritis, autoimmune pulmonary inflammation, Guillain-Barre 
syndrome, autoimmune thyroiditis, insulin dependent diabetes mellitis, myasthenia gravis, 

1 5 graft-versus-host disease and autoimmune inflammatory eye disease. Such a protein (or 
antagonists thereof, including antibodies) of the present invention may also to be useful in 
the treatment of allergic reactions and conditions (e.g. 9 anaphylaxis, serum sickness, drug 
reactions, food allergies, insect venom allergies, mastocytosis, allergic rhinitis, 
hypersensitivity pneumonitis, urticaria, angioedema, eczema, atopic dermatitis, allergic 

20 contact dermatitis, erythema multiforme, Stevens- Johnson syndrome, allergic conjunctivitis, 
atopic keratoconjunctivitis, venereal keratoconjunctivitis, giant papillary conjunctivitis and 
contact allergies), such as asthma (particularly allergic asthma) or other respiratory 
problems. Other conditions, in which immune suppression is desired (including, for 
example, organ transplantation), may also be treatable using a protein (or antagonists 

25 thereof) of the present invention. The therapeutic effects of the polypeptides or antagonists 
thereof on allergic reactions can be evaluated by in vivo animals models such as the 
cumulative contact enhancement test (Lastbom et al., Toxicology 125: 59-66, 1998), skin 
prick test (Hoffinann et al, Allergy 54: 446-54, 1999), guinea pig skin sensitization test 
(Vohr et al., Arch. Toxocol. 73: 501-9), and murine local lymph node assay (Kimber et al., 

30 J. Toxicol. Environ. Health 53 : 563-79). 

Using the proteins of the invention it may also be possible to modulate immune 
responses, in a number of ways. Down regulation may be in the form of inhibiting or 
blocking an immune response already in progress or may involve preventing the induction of 
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an immune response. The functions of activated T cells may be inhibited by suppressing T 
cell responses or by inducing specific tolerance in T cells, or both. Immunosuppression of T 
cell responses is generally an active, non-antigen-specific, process which requires continuous 
exposure of the T cells to the suppressive agent. Tolerance, which involves inducing 
5 non-responsiveness or anergy in T cells, is distinguishable from immunosuppression in that 
it is generally antigen-specific and persists after exposure to the tolerizing agent has ceased. 
Operationally, tolerance can be demonstrated by the lack of a T cell response upon 
reexposure to specific antigen in the absence of the tolerizing agent. 

Down regulating or preventing one or more antigen functions (including without 

10 limitation B lymphocyte antigen functions (such as, for example, B7)), e.g., preventing high 
level lymphokine synthesis by activated T cells, will be useful in situations of tissue, skin 
and organ transplantation and in graft-versus-host disease (GVHD). For example, blockage 
of T cell function should result in reduced tissue destruction in tissue transplantation. 
Typically, in tissue transplants, rejection of the transplant is initiated through its recognition 

1 5 as foreign by T cells, followed by an immune reaction that destroys the transplant. The 

administration of a therapeutic composition of the invention may prevent cytokine synthesis 
by immune cells, such as T cells, and thus acts as an immunosuppressant. Moreover, a lack 
of costimulation may also be sufficient to anergize the T cells, thereby inducing tolerance in 
a subject. Induction of long-term tolerance by B lymphocyte antigen-blocking reagents may 

20 avoid the necessity of repeated administration of these blocking reagents. To achieve 

sufficient immunosuppression or tolerance in a subject, it may also be necessary to block the 
function of a combination of B lymphocyte antigens. 

The efficacy of particular therapeutic compositions in preventing organ transplant 
rejection or GVHD can be assessed using animal models that are predictive of efficacy in 

25 humans. Examples of appropriate systems which can be used include allogeneic cardiac 
grafts in rats and xenogeneic pancreatic islet cell grafts in mice, both of which have been 
used to examine the immunosuppressive effects of CTLA4Ig fusion proteins in vivo as 
described in Lenschow et al., Science 257:789-792 (1992) and Turka et al., Proc. Natl. Acad. 
Sci USA, 89: 1 1 102-1 1 105 (1992). In addition, murine models of GVHD (see Paul ed., 

30 Fundamental Immunology, Raven Press, New York, 1989, pp. 846-847) can be used to 

determine the effect of therapeutic compositions of the invention on the development of that 
disease. 
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Blocking antigen function may also be therapeutically useful for treating 
autoimmune diseases. Many autoimmune disorders are the result of inappropriate activation 
of T cells that are reactive against self-tissue and which promote the production of cytokines 
and autoantibodies involved in the pathology of the diseases. Preventing the activation of 
5 autoreactive T cells may reduce or eliminate disease symptoms. Administration of reagents 
which block stimulation of T cells can be used to inhibit T cell activation and prevent 
production of autoantibodies or T cell-derived cytokines which may be involved in the 
disease process. Additionally, blocking reagents may induce antigen-specific tolerance of 
autoreactive T cells which could lead to long-term relief from the disease. The efficacy of 

1 0 blocking reagents in preventing or alleviating autoimmune disorders can be determined 
using a number of well-characterized animal models of human autoimmune diseases. 
Examples include murine experimental autoimmune encephalitis, systemic lupus 
erythmatosis in MRL/lpr/lpr mice or NZB hybrid mice, murine autoimmune collagen 
arthritis, diabetes mellitus in NOD mice and BB rats, and murine experimental myasthenia 

15 gravis (see Paul ed., Fundamental Immunology, Raven Press, New York, 1989, pp. 
840-856). 

Upregulation of an antigen function (e.g., a B lymphocyte antigen function), as a 
means of up regulating immune responses, may also be useful in therapy. Upregulation of 
immune responses may be in the form of enhancing an existing immune response or eliciting 

20 an initial immune response. For example, enhancing an immune response may be useful in 
cases of viral infection, including systemic viral diseases such as influenza, the common 
cold, and encephalitis. 

Alternatively, anti-viral immune responses may be enhanced in an infected patient by 
removing T cells from the patient, costimulating the T cells in vitro with viral antigen-pulsed 

25 APCs either expressing a peptide of the present invention or together with a stimulatory 
form of a soluble peptide of the present invention and reintroducing the in vitro activated T 
cells into the patient. Another method of enhancing anti-viral immune responses would be to 
isolate infected cells from a patient, transfect them with a nucleic acid encoding a protein of 
the present invention as described herein such that the cells express all or a portion of the 

30 protein on their surface, and reintroduce the transfected cells into the patient. The infected 
cells would now be capable of delivering a costimulatory signal to, and thereby activate, T 
cells in vivo. 
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A polypeptide of the present invention may provide the necessary stimulation signal 
to T cells to induce a T cell mediated immune response against the transfected tumor cells. 
In addition, tumor cells which lack MHC class I or MHC class II molecules, or which fail to 
reexpress sufficient mounts of MHC class I or MHC class II molecules, can be transfected 
5 with nucleic acid encoding all or a portion of (e.g., a cytoplasmic-domain truncated portion) 
of an MHC class I alpha chain protein and (3 2 microglobulin protein or an MHC class II 
alpha chain protein and an MHC class II beta chain protein to thereby express MHC class I 
or MHC class II proteins on the cell surface. Expression of the appropriate class I or class II 
MHC in conjunction with a peptide having the activity of a B lymphocyte antigen (e.g., 

10 B7-1, B7-2, B7-3) induces a T cell mediated immune response against the transfected tumor 
cell. Optionally, a gene encoding an antisense construct which blocks expression of an MHC 
class II associated protein, such as the invariant chain, can also be cotransfected with a DNA 
encoding a peptide having the activity of a B lymphocyte antigen to promote presentation of 
tumor associated antigens and induce tumor specific immunity. Thus, the induction of a T 

1 5 cell mediated immune response in a human subject may be sufficient to overcome 
tumor-specific tolerance in the subject. 

The activity of a protein of the invention may, among other means, be measured by 
the following methods: 

Suitable assays for thymocyte or splenocyte cytotoxicity include, without limitation, 

20 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Herrmann et al., Proc. Natl. Acad. Sci. USA 
78:2488-2492, 1981; Herrmann et al., J. Immunol. 128: 1968*1974, 1982; Handa et al., J. 

25 Immunol. 135:1564-1572, 1985; Takai et al., I. Immunol. 137:3494-3500, 1986; Takai et al., 
J. Immunol. 140:508-512, 1988; Bowman et al., J. Virology 61:1992-1998; Bertagnolli et 
al, Cellular Immunology 133:327-341, 1991; Brown et al., J. Immunol. 153:3079-3092, 
1994. 

Assays for T-cell-dependent immunoglobulin responses and isotype switching 
30 (which will identify, among others, proteins that modulate T-cell dependent antibody 

responses and that affect Thl/Th2 profiles) include, without limitation, those described in: 
Maliszewski, J. Immunol. 144:3028-3033, 1990; and Assays for B cell function: In vitro 
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antibody production, Mond, J. J. and Brunswick, M. In Current Protocols in Immunology. J. 
E. e.a. Coligan eds. Vol 1 pp. 3.8.1-3.8.16, John Wiley and Sons, Toronto. 1994. 

Mixed lymphocyte reaction (MLR) assays (which will identify, among others, 
proteins that generate predominantly Thl and CTL responses) include, without limitation, 
5 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 
Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 137:3494-3500, 1986; 
Takai et al., J. Immunol. 140:508-512, 1988; Bertagnolli et al., J. Immunol. 149:3778-3783, 
10 1992. 

Dendritic cell-dependent assays (which will identify, among others, proteins 
expressed by dendritic cells that activate naive T-cells) include, without limitation, those 
described in: Guery et al., J. Immunol. 134:536-544, 1995; Inaba et al., Journal of 
Experimental Medicine 173:549-559, 1991; Macatonia et al, Journal of Immunology 

15 154:5071-5079, 1995; Porgador et al., Journal of Experimental Medicine 182:255-260, 
1995; Nair et al., Journal of Virology 67:4062-4069, 1993; Huang et ah, Science 
264:961-965, 1994; Macatonia et al., Journal of Experimental Medicine 169:1255-1264, 
1989; Bhardwaj et al., Journal of Clinical Investigation 94:797-807, 1994; and Inaba et al., 
Journal of Experimental Medicine 172:631-640, 1990. 

20 Assays for lymphocyte survival/apoptosis (which will identify, among others, 

proteins that prevent apoptosis after superantigen induction and proteins that regulate 
lymphocyte homeostasis) include, without limitation, those described in: Darzynkiewicz et 
al., Cytometry 13:795-808, 1992; Gorczyca et al., Leukemia 7:659-670, 1993; Gorczyca et 
al, Cancer Research 53:1945-1951, 1993; Itoh etal., Cell 66:233-243, 1991; Zacharchuk, 

25 Journal of Immunology 145:4037-4045, 1990; Zamai et al., Cytometry 14:891-897, 1993; 
Gorczyca et al., International Journal of Oncology 1:639-648, 1992. 

Assays for proteins that influence early steps of T-cell commitment and development 
include, without limitation, those described in: Antica et al., Blood 84:1 1 1-1 17, 1994; Fine 
et al, Cellular Immunology 155:11 1-122, 1994; Galy et al., Blood 85:2770-2778, 1995; 

30 Toki et al., Proc. Nat Acad Sci. USA 88:7548-7551, 1991. 

4.10.8 ACTIVIN/INHIBIN ACTIVITY 
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A polypeptide of the present invention may also exhibit activin- or inhibin-related 
activities. A polynucleotide of the invention may encode a polypeptide exhibiting such 
characteristics. Inhibins are characterized by their ability to inhibit the release of follicle 
stimulating hormone (FSH), while activins and are characterized by their ability to stimulate 
5 the release of follicle stimulating hormone (FSH). Thus, a polypeptide of the present 

invention, alone or in heterodimers with a member of the inhibin family, may be useful as a 
contraceptive based on the ability of inhibins to decrease fertility in female mammals and 
decrease spermatogenesis in male mammals. Administration of sufficient amounts of other 
inhibins can induce infertility in these mammals. Alternatively, the polypeptide of the 

1 0 invention, as a homodimer or as a heterodimer with other protein subunits of the inhibin 
group, may be useful as a fertility inducing therapeutic, based upon the ability of activin 
molecules in stimulating FSH release from cells of the anterior pituitary. See, for example, 
U.S. Pat No. 4,798,885. A polypeptide of the invention may also be useful for advancement 
of the onset of fertility in sexually immature mammals, so as to increase the lifetime 

15 reproductive performance of domestic animals such as, but not limited to, cows, sheep and 
pigs. 

The activity of a polypeptide of the invention may, among other means, be measured 
by the following methods. 

Assays for activin/inhibin activity include, without limitation, those described in: 
20 Vale et al., Endocrinology 91:562-572, 1972; Ling et al., Nature 321:779-782, 1986; Vale et 
al., Nature 321 : 776-779, 1986; Mason et al., Nature 318:659-663, 1985; Forage et al, Proc. 
Natl. Acad. Sci. USA 83:3091-3095, 1986. 

4.10.9 CHEMOTACTIC/CHEMOKINETIC ACTIVITY 

25 A polypeptide of the present invention may be involved in chemotactic or 

chemokinetic activity for mammalian cells, including, for example, monocytes, fibroblasts, 
neutrophils, T-cells, mast cells, eosinophils, epithelial and/or endothelial cells. A 
polynucleotide of the invention can encode a polypeptide exhibiting such attributes. 
Chemotactic and chemokinetic receptor activation can be used to mobilize or attract a 

30 desired cell population to a desired site of action. Chemotactic or chemokinetic compositions 
(e.g. proteins, antibodies, binding partners, or modulators of the invention) provide particular 
advantages in treatment of wounds and other trauma to tissues, as well as in treatment of 
localized infections. For example, attraction of lymphocytes, monocytes or neutrophils to 
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tumors or sites of infection may result in improved immune responses against the tumor or 
infecting agent 

A protein or peptide has chemotactic activity for a particular cell population if it can 
stimulate, directly or indirectly, the directed orientation or movement of such cell 
5 population. Preferably, the protein or peptide has the ability to directly stimulate directed 
movement of cells. Whether a particular protein has chemotactic activity for a population of 
cells can be readily determined by employing such protein or peptide in any known assay for 
cell chemotaxis. 

Therapeutic compositions of the invention can be used in the following: 
10 Assays for chemotactic activity (which will identify proteins that induce or prevent 

chemotaxis) consist of assays that measure the ability of a protein to induce the migration of 
cells across a membrane as well as the ability of a protein to induce the adhesion of one cell 
population to another cell population. Suitable assays for movement and adhesion include, 
without limitation, those described in: Current Protocols in Immunology, Ed by J. E. 
15 Coligan, A. M. Kruisbeek, D. H. Marguiles, E. M. Shevach, W. Strober, Pub. Greene 

Publishing Associates and Wiley-Interscience (Chapter 6.12, Measurement of alpha and beta 
Chemokines 6.12.1-6.12.28; Taub et al. J. Clin. Invest. 95:1370-1376, 1995; Lind et al. 
APMIS 103: 140-146, 1995; Muller et al Eur. J. Immunol. 25: 1 744-1748; Gruber et al. J. of 
Immunol. 152:5860-5867, 1994; Johnston et al. J. of Immunol. 153:1762-1768, 1994. 

20 

4.10.10 HEMOSTATIC AND THROMBOLYTIC ACTIVITY 
A polypeptide of the invention may also be involved in hemostatis or thrombolysis or 
thrombosis. A polynucleotide of the invention can encode a polypeptide exhibiting such 
attributes. Compositions may be useful in treatment of various coagulation disorders 
25 (including hereditary disorders, such as hemophilias) or to enhance coagulation and other 
hemostatic events in treating wounds resulting from trauma, surgery or other causes. A 
composition of the invention may also be useful for dissolving or inhibiting formation of 
thromboses and for treatment and prevention of conditions resulting therefrom (such as, for 
example, infarction of cardiac and central nervous system vessels (e.g., stroke). 
30 Therapeutic compositions of the invention can be used in the following: 

Assay for hemostatic and thrombolytic activity include, without limitation, those 
described in: Linet et al., J. Clin. Pharmacol. 26:131-140, 1986; Burdick et al., Thrombosis 
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Res. 45:413-419, 1987; Humphrey et al., Fibrinolysis 5:71-79 (1991); Schaub, 
Prostaglandins 35:467-474, 1988. 

4.10.11 CANCER DIAGNOSIS AND THERAPY 
5 Polypeptides of the invention may be involved in cancer cell generation, proliferation 

or metastasis. Detection of the presence or amount of polynucleotides or polypeptides of the 
invention may be useful for the diagnosis and/or prognosis of one or more types of cancer. 
For example, the presence or increased expression of a polynucleotide/polypeptide of the 
invention may indicate a hereditary risk of cancer, a precancerous condition, or an ongoing 
10 malignancy. Conversely, a defect in the gene or absence of the polypeptide may be 
associated with a cancer condition. Identification of single nucleotide polymorphisms 
associated with cancer or a predisposition to cancer may also be useful for diagnosis or 
prognosis. 

Cancer treatments promote tumor regression by inhibiting tumor cell proliferation, 

1 5 inhibiting angiogenesis (growth of new blood vessels that is necessary to support tumor 
growth) and/or prohibiting metastasis by reducing tumor cell motility or invasiveness. 
Therapeutic compositions of the invention may be effective in adult and pediatric oncology 
including in solid phase tumors/malignancies, locally advanced tumors, human soft tissue 
sarcomas, metastatic cancer, including lymphatic metastases, blood cell malignancies 

20 including multiple myeloma, acute and chronic leukemias, and lymphomas, head and neck 
cancers including mouth cancer, larynx cancer and thyroid cancer, lung cancers including 
small cell carcinoma and non-small cell cancers, breast cancers including small cell 
carcinoma and ductal carcinoma, gastrointestinal cancers including esophageal cancer, 
stomach cancer, colon cancer, colorectal cancer and polyps associated with colorectal 

25 neoplasia, pancreatic cancers, liver cancer, urologic cancers including bladder cancer and 

prostate cancer, malignancies of the female genital tract including ovarian carcinoma, uterine 
(including endometrial) cancers, and solid tumor in the ovarian follicle, kidney cancers 
including renal cell carcinoma, brain cancers including intrinsic brain tumors, 
neuroblastoma, astrocytic brain tumors, gliomas, metastatic tumor cell invasion in the central 

30 nervous system, bone cancers including osteomas, skin cancers including malignant 

melanoma, tumor progression of human skin keratinocytes, squamous cell carcinoma, basal 
cell carcinoma, hemangiopericytoma and Karposi's sarcoma. 

Polypeptides, polynucleotides, or modulators of polypeptides of the invention 
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(including inhibitors and stimulators of the biological activity of the polypeptide of the 
invention) may be administered to treat cancer. Therapeutic compositions can be 
administered in therapeutically effective dosages alone or in combination with adjuvant 
cancer therapy such as surgery, chemotherapy, radiotherapy, thermotherapy, and laser 

5 therapy, and may provide a beneficial effect, e.g. reducing tumor size, slowing rate of tumor 
growth, inhibiting metastasis, or otherwise improving overall clinical condition, without 
necessarily eradicating the cancer. 

The composition can also be administered in therapeutically effective amounts as a 
portion of an anti-cancer cocktail. An anti-cancer cocktail is a mixture of the polypeptide or 

10 modulator of the invention with one or more anti-cancer drugs in addition to a 

pharmaceutically acceptable carrier for delivery. The use of anti-cancer cocktails as a cancer 
treatment is routine. Anti-cancer drugs that are well known in the art and can be used as a 
treatment in combination with the polypeptide or modulator of the invention include: 
Actinomycin D, Aminoglutethimide, Asparaginase, Bleomycin, Busulfan, Carboplatin, 

1 5 Carmustine, Chlorambucil, Cisplatin (cis-DDP), Cyclophosphamide, Cytarabine HC1 

(Cytosine arabinoside), Dacarbazine, Dactinomycin, Daunorubicin HC1, Doxorubicin HC1, 
Estramustine phosphate sodium, Etoposide (VI 6-21 3), Floxuridine, 5-Fluorouracil (5-Fu), 
Flutamide, Hydroxyurea (hydroxycarbamide), Ifosfamide, Interferon Alpha-2a, Interferon 
Alpha-2b, Leuprolide acetate (LHRH-releasing factor analog), Lomustine, Mechlorethamine 

20 HC1 (nitrogen mustard), Melphalan, Mercaptopurine, Mesna, Methotrexate (MTX), 

Mitomycin, Mitoxantrone HC1, Octreotide, Plicamycin, Procarbazine HC1, Streptozocin, 
Tamoxifen citrate, Thioguanine, Thiotepa, Vinblastine sulfate, Vincristine sulfate, 
Amsacrine, Azacitidine, Hexamethylmelamine, Interleukin-2, Mitoguazone, Pentostatin, 
Semustine, Teniposide, and Vindesine sulfate. 

25 In addition, therapeutic compositions of the invention may be used for prophylactic 

treatment of cancer. There are hereditary conditions and/or environmental situations (e.g. 
exposure to carcinogens) known in the art that predispose an individual to developing 
cancers. Under these circumstances, it may be beneficial to treat these individuals with 
therapeutically effective doses of the polypeptide of the invention to reduce the risk of 

30 developing cancers. 

In vitro models can be used to determine the effective doses of the polypeptide of the 
invention as a potential cancer treatment. These in vitro models include proliferation assays 
of cultured tumor cells, growth of cultured tumor cells in soft agar (see Freshney, (1987) 
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Culture of Animal Cells: A Manual of Basic Technique, Wily-Liss, New York, NY Ch 18 
and Ch 21), tumor systems in nude mice as described in Giovanella et al., J. Natl. Can. Inst., 
52: 921-30 (1974), mobility and invasive potential of tumor cells in Boyden Chamber assays 
as described in Pilkington et al, Anticancer Res., 17: 4107-9 (1997), and angiogenesis 
5 assays such as induction of vascularization of the chick chorioallantoic membrane or 
induction of vascular endothelial cell migration as described in Ribatta et al., Intl. J. Dev. 
Biol., 40: 1 189-97 (1999) and Li et al., Clin. Exp. Metastasis, 17:423-9 (1999), respectively. 
Suitable tumor cells lines are available, e.g. from American Type Tissue Culture Collection 
catalogs. 

10 

4.10.12 RECEPTOR/LIGAND ACTIVITY 

A polypeptide of the present invention may also demonstrate activity as receptor, 
receptor ligand or inhibitor or agonist of receptor/ligand interactions. A polynucleotide of 
the invention can encode a polypeptide exhibiting such characteristics. Examples of such 

1 5 receptors and ligands include, without limitation, cytokine receptors and their ligands, 
receptor kinases and their ligands, receptor phosphatases and their ligands, receptors 
involved in cell-cell interactions and their ligands (including without limitation, cellular 
adhesion molecules (such as selectins, integrins and their ligands) and receptor/ligand pairs 
involved in antigen presentation, antigen recognition and development of cellular and 

20 humoral immune responses. Receptors and ligands are also useful for screening of potential 
peptide or small molecule inhibitors of the relevant receptor/ligand interaction. A protein of 
the present invention (including, without limitation, fragments of receptors and ligands) may 
themselves be useful as inhibitors of receptor/ligand interactions. 

The activity of a polypeptide of the invention may, among other means, be measured 

25 by the following methods: 

Suitable assays for receptor-ligand activity include without limitation those described 
in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. 
Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley- 
Interscience (Chapter 7.28, Measurement of Cellular Adhesion under static conditions 

30 7.28.1- 7.28.22), Takai et al., Proc. Natl. Acad. Sci. USA 84:6864-6868, 1987; Bierer et al., 
J. Exp. Med. 168:1145-1156, 1988; Rosenstein et al, J. Exp. Med. 169:149-160 1989; 
Stoltenborg et al., J. Immunol. Methods 175:59-68, 1994; Stitt et al., Cell 80:661-670, 1995. 
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By way of example, the polypeptides of the invention may be used as a receptor for a 
ligand(s) thereby transmitting the biological activity of that ligand(s). Ligands may be 
identified through binding assays, affinity chromatography, dihybrid screening assays, 
BIAcore assays, gel overlay assays, or other methods known in the art. 
5 Studies characterizing drugs or proteins as agonist or antagonist or partial agonists or 

a partial antagonist require the use of other proteins as competing ligands. The polypeptides 
of the present invention or ligand(s) thereof may be labeled by being coupled to 
radioisotopes, colorimetric molecules or a toxin molecules by conventional methods. 
("Guide to Protein Purification" Murray P. Deutscher (ed) Methods in Enzymology Vol. 182 
10 (1990) Academic Press, Inc. San Diego). Examples of radioisotopes include, but are not 
limited to, tritium and carbon-14 . Examples of colorimetric molecules include, but are not 
limited to, fluorescent molecules such as fluorescamine, or rhodamine or other colorimetric 
molecules. Examples of toxins include, but are not limited, to ricin. 



15 4.10.13 DRUG SCREENING 

This invention is particularly useful for screening chemical compounds by using the 
novel polypeptides or binding fragments thereof in any of a variety of drug screening 
techniques. The polypeptides or fragments employed in such a test may either be free in 
solution, affixed to a solid support, borne on a cell surface or located intracellularly. One 

20 method of drug screening utilizes eukaryotic or prokaryotic host cells which are stably 
transformed with recombinant nucleic acids expressing the polypeptide or a fragment 
thereof. Drugs are screened against such transformed cells in competitive binding assays. 
Such cells, either in viable or fixed form, can be used for standard binding assays. One may 
measure, for example, the formation of complexes between polypeptides of the invention or 

25 fragments and the agent being tested or examine the diminution in complex formation 

between the novel polypeptides and an appropriate cell line, which are well known in the art. 

Sources for test compounds that may be screened for ability to bind to or modulate 
(i.e., increase or decrease) the activity of polypeptides of the invention include (1) inorganic 
and organic chemical libraries, (2) natural product libraries, and (3) combinatorial libraries 

30 comprised of either random or mimetic peptides, oligonucleotides or organic molecules. 

Chemical libraries may be readily synthesized or purchased from a number of 
commercial sources, and may include structural analogs of known compounds or compounds 
that are identified as "hits" or "leads" via natural product screening. 
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The sources of natural product libraries are microorganisms (including bacteria and 
fungi), animals, plants or other vegetation, or marine organisms, and libraries of mixtures for 
screening may be created by: (1) fermentation and extraction of broths from soil, plant or 
marine microorganisms or (2) extraction of the organisms themselves. Natural product 
5 libraries include polyketides, non-ribosomal peptides, and (non-naturally occurring) variants 
thereof For a review, see Science 252:63-68 (1998). 

Combinatorial libraries are composed of large numbers of peptides, oligonucleotides 
or organic compounds and can be readily prepared by traditional automated synthesis 
methods, PCR, cloning or proprietary synthetic methods. Of particular interest are peptide 
10 and oligonucleotide combinatorial libraries. Still other libraries of interest include peptide, 
protein, peptidomimetic, multiparallel synthetic collection, recombinatorial, and polypeptide 
libraries. For a review of combinatorial chemistry and libraries created therefrom, see 
Myers, Curr, Opin. Biotechnol 8:701-707 (1997). For reviews and examples of 
peptidomimetic libraries, see Al-Obeidi et al., Mol Biotechnol, 9(3):205-23 (1998); Hruby 
15 et al., Curr Opin Chem Biol, 1(1):1 14-19 (1997); Dorner et al, BioorgMed Chem, 
4(5):709-15 (1996) (alkylated dipeptides). 

Identification of modulators through use of the various libraries described herein 
permits modification of the candidate "hit" (or "lead") to optimize the capacity of the "hif * 
to bind a polypeptide of the invention. The molecules identified in the binding assay are then 
20 tested for antagonist or agonist activity in in vivo tissue culture or animal models that are 
well known in the art. In brief, the molecules are titrated into a plurality of cell cultures or 
animals and then tested for either cell/animal death or prolonged survival of the animal/cells. 

The binding molecules thus identified may be complexed with toxins, e.g., ricin or 
cholera, or with other compounds that are toxic to cells such as radioisotopes. The 
25 toxin-binding molecule complex is then targeted to a tumor or other cell by the specificity of 
the binding molecule for a polypeptide of the invention. Alternatively, the binding 
molecules may be complexed with imaging agents for targeting and imaging purposes. 

4,10.14 ASSAY FOR RECEPTOR ACTIVITY 

30 The invention also provides methods to detect specific binding of a polypeptide e.g. a 

ligand or a receptor. The art provides numerous assays particularly useful for identifying 
previously unknown binding partners for receptor polypeptides of the invention. For 
example, expression cloning using mammalian or bacterial cells, or dihybrid screening 
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assays can be used to identify polynucleotides encoding binding partners. As another 
example, affinity chromatography with the appropriate immobilized polypeptide of the 
invention can be used to isolate polypeptides that recognize and bind polypeptides of the 
invention. There are a number of different libraries used for the identification of 
5 compounds, and in particular small molecules, that modulate (z.e., increase or decrease) 

biological activity of a polypeptide of the invention. Ligands for receptor polypeptides of the 
invention can also be identified by adding exogenous ligands, or cocktails of ligands to two 
cells populations that are genetically identical except for the expression of the receptor of the 
invention: one cell population expresses the receptor of the invention whereas the other does 

10 not. The responses of the two cell populations to the addition of ligands(s) are then 

compared. Alternatively, an expression library can be co-expressed with the polypeptide of 
the invention in cells and assayed for an autocrine response to identify potential ligand(s). As 
still another example, BIAcore assays, gel overlay assays, or other methods known in the art 
can be used to identify binding partner polypeptides, including, (1) organic and inorganic 

1 5 chemical libraries, (2) natural product libraries, and (3) combinatorial libraries comprised of 
random peptides, oligonucleotides or organic molecules. 

The role of downstream intracellular signaling molecules in the signaling cascade of 
the polypeptide of the invention can be determined. For example, a chimeric protein in 
which the cytoplasmic domain of the polypeptide of the invention is fused to the 

20 extracellular portion of a protein, whose ligand has been identified, is produced in a host 
cell. The cell is then incubated with the ligand specific for the extracellular portion of the 
chimeric protein, thereby activating the chimeric receptor. Known downstream proteins 
involved in intracellular signaling can then be assayed for expected modifications i.e. 
phosphorylation. Other methods known to those in the art can also be used to identify 

25 signaling molecules involved in receptor activity. 

4.10.15 ANTI-INFLAMMATORY ACTIVITY 

Compositions of the present invention may also exhibit anti-inflammatory activity. 
The anti-inflammatory activity may be achieved by providing a stimulus to cells involved in 
30 the inflammatory response, by inhibiting or promoting cell-cell interactions (such as, for 
example, cell adhesion), by inhibiting or promoting chemotaxis of cells involved in the 
inflammatory process, inhibiting or promoting cell extravasation, or by stimulating or 
suppressing production of other factors which more directly inhibit or promote an 
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inflammatory response. Compositions with such activities can be used to treat inflammatory 
conditions including chronic or acute conditions), including without limitation intimation 
associated with infection (such as septic shock, sepsis or systemic inflammatory response 
syndrome (SIRS)), ischemia-reperfusion injury, endotoxin lethality, arthritis, 
5 complement-mediated hyperacute rejection, nephritis, cytokine or chemokine-induced lung 
injury, inflammatory bowel disease, Crohn's disease or resulting from overproduction of 
cytokines such as TNF or DL-1. Compositions of the invention may also be useful to treat 
anaphylaxis and hypersensitivity to an antigenic substance or material. Compositions of this 
invention may be utilized to prevent or treat conditions such as, but not limited to, sepsis, 

10 acute pancreatitis, endotoxin shock, cytokine induced shock, rheumatoid arthritis, chronic 
inflammatory arthritis, pancreatic cell damage from diabetes mellitus type 1, graft versus 
host disease, inflammatory bowel disease, inflamation associated with pulmonary disease, 
other autoimmune disease or inflammatory disease, an antiproliferative agent such as for 
acute or chronic mylegenous leukemia or in the prevention of premature labor secondary to 

1 5 intrauterine infections. 

4.10.16 LEUKEMIAS 

Leukemias and related disorders may be treated or prevented by administration of a 
therapeutic that promotes or inhibits function of the polynucleotides and/or polypeptides of 
20 the invention. Such leukemias and related disorders include but are not limited to acute 
leukemia, acute lymphocytic leukemia, acute myelocytic leukemia, myeloblasts, 
promyelocyte, myelomonocytic, monocytic, erythroleukemia, chronic leukemia, chronic 
myelocytic (granulocytic) leukemia and chronic lymphocytic leukemia (for a review of such 
disorders, see Fishman et al., 1985, Medicine, 2d Ed., J.B. Lippincott Co., Philadelphia). 

25 

4.10.17 NERVOUS SYSTEM DISORDERS 

Nervous system disorders, involving cell types which can be tested for efficacy of 
intervention with compounds that modulate the activity of the polynucleotides and/or 
polypeptides of the invention, and which can be treated upon thus observing an indication of 
30 therapeutic utility, include but are not limited to nervous system injuries, and diseases or 
disorders which result in either a disconnection of axons, a diminution or degeneration of 
neurons, or demyelination. Nervous system lesions which may be treated in a patient 
(including human and non-human mammalian patients) according to the invention include 
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but are not limited to the following lesions of either the central (including spinal cord, brain) 
or peripheral nervous systems: 

(i) traumatic lesions, including lesions caused by physical injury or associated 
with surgery, for example, lesions which sever a portion of the nervous system, or 

5 compression injuries; 

(ii) ischemic lesions, in which a lack of oxygen in a portion of the nervous system 
results in neuronal injury or death, including cerebral infarction or ischemia, or spinal cord 
infarction or ischemia; 

(iii) infectious lesions, in which a portion of the nervous system is destroyed or 
1 0 injured as a result of infection, for example, by an abscess or associated with infection by 

human immunodeficiency virus, herpes zoster, or herpes simplex virus or with Lyme 
disease, tuberculosis, syphilis; 

(iv) degenerative lesions, in which a portion of the nervous system is destroyed or 
injured as a result of a degenerative process including but not limited to degeneration 

1 5 associated with Parkinson's disease, Alzheimer's disease, Huntington's chorea, or 
amyotrophic lateral sclerosis; 

(v) lesions associated with nutritional diseases or disorders, in which a portion of 
the nervous system is destroyed or injured by a nutritional disorder or disorder of 
metabolism including but not limited to, vitamin B12 deficiency, folic acid deficiency, 

20 Wernicke disease, tobacco-alcohol amblyopia, Marchiafava-Bignami disease (primary 
degeneration of the corpus callosum), and alcoholic cerebellar degeneration; 

(vi) neurological lesions associated with systemic diseases including but not 
limited to diabetes (diabetic neuropathy, Bell's palsy), systemic lupus erythematosus, 
carcinoma, or sarcoidosis; 

25 (vii) lesions caused by toxic substances including alcohol, lead, or particular 

neurotoxins; and 

(viii) demyelinated lesions in which a portion of the nervous system is destroyed or 
injured by a demyelinating disease including but not limited to multiple sclerosis, human 
immunodeficiency virus-associated myelopathy, transverse myelopathy or various 
30 etiologies, progressive multifocal leukoencephalopathy, and central pontine myelinolysis. 

Therapeutics which are useful according to the invention for treatment of a nervous 
system disorder may be selected by testing for biological activity in promoting the survival 
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or differentiation of neurons. For example, and not by way of limitation, therapeutics which 
elicit any of the following effects may be useful according to the invention: 

(i) increased survival time of neurons in culture; 

(ii) increased sprouting of neurons in culture or in vivo; 

5 (iii) increased production of a neuron-associated molecule in culture or in vivo, 

e.g. 9 choline acetyltransferase or acetylcholinesterase with respect to motor neurons; or 
(iv) decreased symptoms of neuron dysfunction in vivo. 
Such effects may be measured by any method known in the art In preferred, 
non-limiting embodiments, increased survival of neurons may be measured by the method 
10 set forth in Arakawa et al. (1990, J. Neurosci. 10:3507-3515); increased sprouting of neurons 
may be detected by methods set forth in Pestronk et al. (1980, Exp. Neurol. 70:65-82) or 
Brown et al. (1981, Ann. Rev. Neurosci. 4:17-42); increased production of 
neuron-associated molecules may be measured by bioassay, enzymatic assay, antibody 
binding, Northern blot assay, etc., depending on the molecule to be measured; and motor 
1 5 neuron dysfunction may be measured by assessing the physical manifestation of motor 

neuron disorder, eg., weakness, motor neuron conduction velocity, or functional disability. 

In specific embodiments, motor neuron disorders that may be treated according to the 
invention include but are not limited to disorders such as infarction, infection, exposure to 
toxin, trauma, surgical damage, degenerative disease or malignancy that may affect motor 
20 neurons as well as other components of the nervous system, as well as disorders that 

selectively affect neurons such as amyotrophic lateral sclerosis, and including but not limited 
to progressive spinal muscular atrophy, progressive bulbar palsy, primary lateral sclerosis, 
infantile and juvenile muscular atrophy, progressive bulbar paralysis of childhood (Fazio- 
Londe syndrome), poliomyelitis and the post polio syndrome, and Hereditary Motorsensory 
25 Neuropathy (Charcot-Marie-Tooth Disease). 

4.10.18 OTHER ACTIVITIES 

A polypeptide of the invention may also exhibit one or more of the following 
additional activities or effects: inhibiting the growth, infection or function of, or killing, 
30 infectious agents, including, without limitation, bacteria, viruses, fungi and other parasites; 
effecting (suppressing or enhancing) bodily characteristics, including, without limitation, 
height, weight, hair color, eye color, skin, fat to lean ratio or other tissue pigmentation, or 
organ or body part size or shape (such as, for example, breast augmentation or diminution, 
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change in bone form or shape); effecting biorhythms or circadian cycles or rhythms; 
effecting the fertility of male or female subjects; effecting the metabolism, catabolism, 
anabolism, processing, utilization, storage or elimination of dietary fat, lipid, protein, 
carbohydrate, vitamins, minerals, co-factors or other nutritional factors or component(s); 
5 effecting behavioral characteristics, including, without limitation, appetite, libido, stress, 
cognition (including cognitive disorders), depression (including depressive disorders) and 
violent behaviors; providing analgesic effects or other pain reducing effects; promoting 
differentiation and growth of embryonic stem cells in lineages other than hematopoietic 
lineages; hormonal or endocrine activity; in the case of enzymes, correcting deficiencies of 
10 the enzyme and treating deficiency-related diseases; treatment of hyperproliferative 
disorders (such as, for example, psoriasis); immunoglobulin-like activity (such as, for 
example, the ability to bind antigens or complement); and the ability to act as an antigen in a 
vaccine composition to raise an immune response against such protein or another material or 
entity which is cross-reactive with such protein. 

15 

4.10.19 IDENTIFICATION OF POLYMORPHISMS 

The demonstration of polymorphisms makes possible the identification of such 
polymorphisms in human subjects and the pharmacogenetic use of this information for 
diagnosis and treatment. Such polymorphisms may be associated with, e.g., differential 

20 predisposition or susceptibility to various disease states (such as disorders involving 

inflammation or immune response) or a differential response to drug administration, and this 
genetic information can be used to tailor preventive or therapeutic treatment appropriately. 
For example, the existence of a polymorphism associated with a predisposition to 
inflammation or autoimmune disease makes possible the diagnosis of this condition in 

25 humans by identifying the presence of the polymorphism. 

Polymorphisms can be identified in a variety of ways known in the art which all 
generally involve obtaining a sample from a patient, analyzing DNA from the sample, 
optionally involving isolation or amplification of the DNA, and identifying the presence of 
the polymorphism in the DNA. For example, PCR may be used to amplify an appropriate 

30 fragment of genomic DNA which may then be sequenced. Alternatively, the DNA may be 
subjected to allele-specific oligonucleotide hybridization (in which appropriate 
oligonucleotides are hybridized to the DNA under conditions permitting detection of a single 
base mismatch) or to a single nucleotide extension assay (in which an oligonucleotide that 
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hybridizes immediately adjacent to the position of the polymorphism is extended with one or 
more labeled nucleotides). In addition, traditional restriction fragment length polymorphism 
analysis (using restriction enzymes that provide differential digestion of the genomic DNA 
depending on the presence or absence of the polymorphism) may be performed. Arrays with 
5 nucleotide sequences of the present invention can be used to detect polymorphisms. The 
array can comprise modified nucleotide sequences of the present invention in order to detect 
the nucleotide sequences of the present invention. In the alternative, any one of the 
nucleotide sequences of the present invention can be placed on the array to detect changes 
from those sequences. 

1 0 Alternatively a polymorphism resulting in a change in the amino acid sequence could 

also be detected by detecting a corresponding change in amino acid sequence of the protein, 
e.g., by an antibody specific to the variant sequence. 



4.10.20 ARTHRITIS AND INFLAMMATION 

1 5 The immunosuppressive effects of the compositions of the invention against 

rheumatoid arthritis is determined in an experimental animal model system. The 
experimental model system is adjuvant induced arthritis in rats, and the protocol is described 
by J. Holoshitz, et at, 1983, Science, 219:56, or by B. Waksman et al., 1963, Int. Arch. 
Allergy Appl. Immunol, 23:129. Induction of the disease can be caused by a single 

20 injection, generally intradermally, of a suspension of killed Mycobacterium tuberculosis in 
complete Freund's adjuvant (CFA). The route of injection can vary, but rats may be injected 
at the base of the tail with an adjuvant mixture. The polypeptide is administered in phosphate 
buffered solution (PBS) at a dose of about 1-5 mg/kg. The control consists of administering 
PBS only. 

25 The procedure for testing the effects of the test compound would consist of 

intradermally injecting killed Mycobacterium tuberculosis in CFA followed by immediately 
administering the test compound and subsequent treatment every other day until day 24. At 
14, 15, 18, 20, 22, and 24 days after injection of Mycobacterium CFA, an overall arthritis 
score may be obtained as described by J. Holoskitz above. An analysis of the data would 

30 reveal that the test compound would have a dramatic affect on the swelling of the joints as 
measured by a decrease of the arthritis score. 



4.11 THERAPEUTIC METHODS 
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The compositions (including polypeptide fragments, analogs, variants and antibodies 
or other binding partners or modulators including antisense polynucleotides) of the invention 
have numerous applications in a variety of therapeutic methods. Examples of therapeutic 
applications include, but are not limited to, those exemplified herein. 

5 

4.11.1 EXAMPLE 

One embodiment of the invention is the administration of an effective amount of the 
polypeptides or other composition of the invention to individuals affected by a disease or 
disorder that can be modulated by regulating the peptides of the invention. While the mode 

10 of administration is not particularly important, parenteral administration is preferred. An 
exemplary mode of administration is to deliver an intravenous bolus. The dosage of the 
polypeptides or other composition of the invention will normally be determined by the 
prescribing physician. It is to be expected that the dosage will vary according to the age, 
weight, condition and response of the individual patient. Typically, the amount of 

1 5 polypeptide administered per dose will be in the range of about 0.01 ng/kg to 1 00 mg/kg of 
body weight, with the preferred dose being about 0. 1 jig/kg to 10 mg/kg of patient body 
weight. For parenteral administration, polypeptides of the invention will be formulated in an 
injectable form combined with a pharmaceutically acceptable parenteral vehicle. Such 
vehicles are well known in the art and examples include water, saline, Ringer's solution, 

20 dextrose solution, and solutions consisting of small amounts of the human serum albumin. 
The vehicle may contain minor amounts of additives that maintain the isotonicity and 
stability of the polypeptide or other active ingredient. The preparation of such solutions is 
within the skill of the art. 

25 4.12 PHARMACEUTICAL FORMULATIONS AND ROUTES OF 

ADMINISTRATION 

A protein or other composition of the present invention (from whatever source 
derived, including without limitation from recombinant and non-recombinant sources and 
including antibodies and other binding partners of the polypeptides of the invention) may be 
30 administered to a patient in need, by itself, or in pharmaceutical compositions where it is 
mixed with suitable carriers or excipient(s) at doses to treat or ameliorate a variety of 
disorders. Such a composition may optionally contain (in addition to protein or other active 
ingredient and a carrier) diluents, fillers, salts, buffers, stabilizers, solubilizers, and other 
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materials well known in the art. The term "pharmaceutically acceptable" means a non-toxic 
material that does not interfere with the effectiveness of the biological activity of the active 
ingredient(s). The characteristics of the carrier will depend on the route of administration. 
The pharmaceutical composition of the invention may also contain cytokines, lymphokines, 
5 or other hematopoietic factors such as M-CSF, GM-CSF, TNF, IL-1, IL-2, IL-3, IL-4, IL-5, 
IL-6, IL-7, IL-8, IL-9, EL-10, IL-1 1, IL-12, IL-13, IL-14, IL-15, IFN, INFO, TNF1, TNF2, 
G-CSF, Meg-CSF, thrombopoietin, stem cell factor, and erythropoietin. In further 
compositions, proteins of the invention may be combined with other agents beneficial to the 
treatment of the disease or disorder in question. These agents include various growth factors 
1 0 such as epidermal growth factor (EGF), platelet-derived growth factor (PDGF), transfonning 
growth factors (TGF-a and TGF-P), insulin-like growth factor (IGF), as well as cytokines 
described herein. 

The pharmaceutical composition may further contain other agents which either 
enhance the activity of the protein or other active ingredient or complement its activity or 

15 use in treatment. Such additional factors and/or agents may be included in the 

pharmaceutical composition to produce a synergistic effect with protein or other active 
ingredient of the invention, or to minimize side effects. Conversely, protein or other active 
ingredient of the present invention may be included in formulations of the particular clotting 
factor, cytokine, lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic 

20 factor, or anti- inflammatory agent to minimize side effects of the clotting factor, cytokine, 
lymphokine, other hematopoietic factor, thrombolytic or anti-thrombotic factor, or 
anti-inflammatory agent (such as IL-IRa, IL-1 Hyl, IL-1 Hy2, anti-TNF, corticosteroids, 
immunosuppressive agents). A protein of the present invention may be active in multimers 
(e.g., heterodimers or homodimers) or complexes with itself or other proteins. As a result, 

25 pharmaceutical compositions of the invention may comprise a protein of the invention in 
such multimeric or complexed form. 

As an alternative to being included in a pharmaceutical composition of the invention 
including a first protein, a second protein or a therapeutic agent may be concurrently 
administered with the first protein (e.g., at the same time, or at differing times provided that 

30 therapeutic concentrations of the combination of agents is achieved at the treatment site). 
Techniques for formulation and administration of the compounds of the instant application 
may be found in "Remingtons Pharmaceutical Sciences," Mack Publishing Co., Easton, PA, 
latest edition. A therapeutically effective dose further refers to that amount of the compound 
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sufficient to result in amelioration of symptoms, e.g., treatment, healing, prevention or 
amelioration of the relevant medical condition, or an increase in rate of treatment, healing, 
prevention or amelioration of such conditions. When applied to an individual active 
ingredient, administered alone, a therapeutically effective dose refers to that ingredient 
5 alone. When applied to a combination, a therapeutically effective dose refers to combined 
amounts of the active ingredients that result in the therapeutic effect, whether administered 
in combination, serially or simultaneously. 

In practicing the method of treatment or use of the present invention, a 
therapeutically effective amount of protein or other active ingredient of the present invention 

10 is administered to a mammal having a condition to be treated. Protein or other active 

ingredient of the present invention may be administered in accordance with the method of 
the invention either alone or in combination with other therapies such as treatments 
employing cytokines, lymphokines or other hematopoietic factors. When co- administered 
with one or more cytokines, lymphokines or other hematopoietic factors, protein or other 

1 5 active ingredient of the present invention may be administered either simultaneously with 
the cytokine(s), lymphokine(s), other hematopoietic factor(s), thrombolytic or 
anti-thrombotic factors, or sequentially. If administered sequentially, the attending physician 
will decide on the appropriate sequence of administering protein or other active ingredient of 
the present invention in combination with cytokine(s), lymphokine(s), other hematopoietic 

20 factor(s), thrombolytic or anti-thrombotic factors. 

4.12.1 ROUTES OF ADMINISTRATION 

Suitable routes of administration may, for example, include oral, rectal, 
transmucosal, or intestinal administration; parenteral delivery, including intramuscular, 

25 subcutaneous, intramedullary injections, as well as intrathecal, direct intraventricular, 

intravenous, intraperitoneal, intranasal, or intraocular injections. Administration of protein 
or other active ingredient of the present invention used in the pharmaceutical composition or 
to practice the method of the present invention can be carried out in a variety of conventional 
ways, such as oral ingestion, inhalation, topical application or cutaneous, subcutaneous, 

30 intraperitoneal, parenteral or intravenous injection. Intravenous administration to the patient 
is preferred. 

Alternately, one may administer the compound in a local rather than systemic 
manner, for example, via injection of the compound directly into a arthritic joints or in 
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fibrotic tissue, often in a depot or sustained release formulation. In order to prevent the 
scarring process frequently occurring as complication of glaucoma surgery, the compounds 
may be administered topically, for example, as eye drops. Furthermore, one may administer 
the drug in a targeted drug delivery system, for example, in a liposome coated with a specific 
5 antibody, targeting, for example, arthritic or fibrotic tissue. The liposomes will be targeted 
to and taken up selectively by the afflicted tissue. 

The polypeptides of the invention are administered by any route that delivers an 
effective dosage to the desired site of action. The determination of a suitable route of 
administration and an effective dosage for a particular indication is within the level of skill 
10 in the art. Preferably for wound treatment, one administers the therapeutic compound 
directly to the site. Suitable dosage ranges for the polypeptides of the invention can be 
extrapolated from these dosages or from similar studies in appropriate animal models. 
Dosages can then be adjusted as necessary by the clinician to provide maximal therapeutic 
benefit. 

15 

4.12.2 COMPOSITIONS/FOR3VIULATIONS 

Pharmaceutical compositions for use in accordance with the present invention thus 
may be formulated in a conventional manner using one or more physiologically acceptable 
carriers comprising excipients and auxiliaries which facilitate processing of the active 

20 compounds into preparations which can be used pharmaceutically. These pharmaceutical 
compositions may be manufactured in a manner that is itself known, e.g., by means of 
conventional mixing, dissolving, granulating, dragee-making, levigating, emulsifying, 
encapsulating, entrapping or lyophilizing processes. Proper formulation is dependent upon 
the route of administration chosen. When a therapeutically effective amount of protein or 

25 other active ingredient of the present invention is administered orally, protein or other active 
ingredient of the present invention will be in the form of a tablet, capsule, powder, solution 
or elixir. When administered in tablet form, the pharmaceutical composition of the invention 
may additionally contain a solid carrier such as a gelatin or an adjuvant. The tablet, capsule, 
and powder contain from about 5 to 95% protein or other active ingredient of the present 

30 invention, and preferably from about 25 to 90% protein or other active ingredient of the 
present invention. When administered in liquid form, a liquid carrier such as water, 
petroleum, oils of animal or plant origin such as peanut oil, mineral oil, soybean oil, or 
sesame oil, or synthetic oils may be added. The liquid form of the pharmaceutical 
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composition may further contain physiological saline solution, dextrose or other saccharide 
solution, or glycols such as ethylene glycol, propylene glycol or polyethylene glycol. When 
administered in liquid form, the pharmaceutical composition contains from about 0.5 to 90% 
by weight of protein or other active ingredient of the present invention, and preferably from 
5 about 1 to 50% protein or other active ingredient of the present invention. 

When a therapeutically effective amount of protein or other active ingredient of the 
present invention is administered by intravenous, cutaneous or subcutaneous injection, 
protein or other active ingredient of the present invention will be in the form of a 
pyrogen-free, parenterally acceptable aqueous solution. The preparation of such parenterally 

10 acceptable protein or other active ingredient solutions, having due regard to pH, isotonicity, 
stability, and the like, is within the skill in the art. A preferred pharmaceutical composition 
for intravenous, cutaneous, or subcutaneous injection should contain, in addition to protein 
or other active ingredient of the present invention, an isotonic vehicle such as Sodium 
Chloride Injection, Ringer's Injection, Dextrose Injection, Dextrose and Sodium Chloride 

1 5 Injection, Lactated Ringer's Injection, or other vehicle as known in the art. The 
pharmaceutical composition of the present invention may also contain stabilizers, 
preservatives, buffers, antioxidants, or other additives known to those of skill in the art. For 
injection, the agents of the invention may be formulated in aqueous solutions, preferably in 
physiologically compatible buffers such as Hanks's solution, Ringer's solution, or 

20 physiological saline buffer. For transmucosal administration, penetrants appropriate to the 
barrier to be permeated are used in the formulation. Such penetrants are generally known in 
the art. 

For oral administration, the compounds can be formulated readily by combining the 
active compounds with pharmaceutically acceptable carriers well known in the art. Such 

25 carriers enable the compounds of the invention to be formulated as tablets, pills, dragees, 
capsules, liquids, gels, syrups, slurries, suspensions and the like, for oral ingestion by a 
patient to be treated. Pharmaceutical preparations for oral use can be obtained from a solid 
excipient, optionally grinding a resulting mixture, and processing the mixture of granules, 
after adding suitable auxiliaries, if desired, to obtain tablets or dragee cores. Suitable 

30 excipients are, in particular, fillers such as sugars, including lactose, sucrose, mannitol, or 
sorbitol; cellulose preparations such as, for example, maize starch, wheat starch, rice starch, 
potato starch, gelatin, gum tragacanth, methyl cellulose, hydroxypropylmethyl-cellulose, 
sodium carboxymethylcellulose, and/or polyvinylpyrrolidone (PVP). If desired, 



WO 2004/080148 



PCT/US2003/030720 



76 

disintegrating agents may be added, such as the cross-linked polyvinyl pyrrolidone, agar, or 
alginic acid or a salt thereof such as sodium alginate. Dragee cores are provided with 
suitable coatings. For this purpose, concentrated sugar solutions may be used, which may 
optionally contain gum arabic, talc, polyvinyl pyrrolidone, carbopol gel, polyethylene glycol, 
5 and/or titanium dioxide, lacquer solutions, and suitable organic solvents or solvent mixtures. 
Dyestuffs or pigments may be added to the tablets or dragee coatings for identification or to 
characterize different combinations of active compound doses. 

Pharmaceutical preparations which can be used orally include push-fit capsules made 
of gelatin, as well as soft, sealed capsules made of gelatin and a plasticizer, such as glycerol 

10 or sorbitol. The push-fit capsules can contain the active ingredients in admixture with filler 
such as lactose, binders such as starches, and/or lubricants such as talc or magnesium 
stearate and, optionally, stabilizers. In soft capsules, the active compounds may be dissolved 
or suspended in suitable liquids, such as fatty oils, liquid paraffin, or liquid polyethylene 
glycols. In addition, stabilizers may be added. All formulations for oral administration 

1 5 should be in dosages suitable for such administration. For buccal administration, the 

compositions may take the form of tablets or lozenges formulated in conventional manner. 

For administration by inhalation, the compounds for use according to the present 
invention are conveniently delivered in the form of an aerosol spray presentation from 
pressurized packs or a nebuliser, with the use of a suitable propellant, e.g, 

20 dichlorodifluoromethane, trichlorofluoromethane, dichlorotetrafluoroethane, carbon dioxide 
or other suitable gas. In the case of a pressurized aerosol the dosage unit may be determined 
by providing a valve to deliver a metered amount. Capsules and cartridges of, eg., gelatin 
for use in an inhaler or insufflator may be formulated containing a powder mix of the 
compound and a suitable powder base such as lactose or starch. The compounds may be 

25 formulated for parenteral administration by injection, e.g. 9 by bolus injection or continuous 
infusion. Formulations for injection may be presented in unit dosage form, e.g., in ampules 
or in multi-dose containers, with an added preservative. The compositions may take such 
forms as suspensions, solutions or emulsions in oily or aqueous vehicles, and may contain 
formulatory agents such as suspending, stabilizing and/or dispersing agents. 

30 Pharmaceutical formulations for parenteral administration include aqueous solutions 

of the active compounds in water-soluble form. Additionally, suspensions of the active 
compounds may be prepared as appropriate oily injection suspensions. Suitable lipophilic 
solvents or vehicles include fatty oils such as sesame oil, or synthetic fatty acid esters, such 



WO 2004/080148 



PCT/US2003/030720 



77 

as ethyl oleate or triglycerides, or liposomes. Aqueous injection suspensions may contain 
substances which increase the viscosity of the suspension, such as sodium carboxymethyl 
cellulose, sorbitol, or dextran. Optionally, the suspension may also contain suitable 
stabilizers or agents which increase the solubility of the compounds to allow for the 
5 preparation of highly concentrated solutions. Alternatively, the active ingredient may be in 
powder form for constitution with a suitable vehicle, e.g. 9 sterile pyrogen-free water, before 
use. 

The compounds may also be formulated in rectal compositions such as suppositories 
or retention enemas, containing conventional suppository bases such as cocoa butter or 

10 other glycerides. In addition to the formulations described previously, the compounds may 
also be formulated as a depot preparation. Such long acting formulations may be 
administered by implantation (for example subcutaneously or intramuscularly) or by 
intramuscular injection. Thus, for example, the compounds may be formulated with suitable 
polymeric or hydrophobic materials (for example as an emulsion in an acceptable oil) or ion 

1 5 exchange resins, or as sparingly soluble derivatives, for example, as a sparingly soluble salt. 

A pharmaceutical carrier for the hydrophobic compounds of the invention is a co- 
solvent system comprising benzyl alcohol, a nonpolar surfactant, a water-miscible organic 
polymer, and an aqueous phase. The co-solvent system may be the VPD co-solvent system. 
VPD is a solution of 3% w/v benzyl alcohol, 8% w/v of the nonpolar surfactant polysorbate 

20 80, and 65% w/v polyethylene glycol 300, made up to volume in absolute ethanol. The VPD 
co-solvent system (VPD:5W) consists of VPD diluted 1:1 with a 5% dextrose in water 
solution. This co-solvent system dissolves hydrophobic compounds well, and itself produces 
low toxicity upon systemic administration. Naturally, the proportions of a co-solvent system 
may be varied considerably without destroying its solubility and toxicity characteristics. 

25 Furthermore, the identity of the co-solvent components may be varied: for example, other 
low-toxicity nonpolar surfactants may be used instead of polysorbate 80; the fraction size of 
polyethylene glycol may be varied; other biocompatible polymers may replace polyethylene 
glycol, e.g. polyvinyl pyrrolidone; and other sugars or polysaccharides may substitute for 
dextrose. Alternatively, other delivery systems for hydrophobic pharmaceutical compounds 

30 may be employed. Liposomes and emulsions are well known examples of delivery vehicles 
or carriers for hydrophobic drugs. Certain organic solvents such as dimethylsulfoxide also 
may be employed, although usually at the cost of greater toxicity. Additionally, the 
compounds may be delivered using a sustained-release system, such as semipermeable 
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matrices of solid hydrophobic polymers containing the therapeutic agent. Various types of 
sustained-release materials have been established and are well known by those skilled in the 
art. Sustained-release capsules may, depending on their chemical nature, release the 
compounds for a few weeks up to over 100 days. Depending on the chemical nature and the 
5 biological stability of the therapeutic reagent, additional strategies for protein or other active 
ingredient stabilization may be employed. 

The pharmaceutical compositions also may comprise suitable solid or gel phase 
carriers or excipients. Examples of such carriers or excipients include but are not limited to 
calcium carbonate, calcium phosphate, various sugars, starches, cellulose derivatives, 

10 * gelatin, and polymers such as polyethylene glycols. Many of the active ingredients of the 
invention may be provided as salts with pharmaceutically compatible counter ions. Such 
pharmaceutically acceptable base addition salts are those salts which retain the biological 
effectiveness and properties of the free acids and which are obtained by reaction with 
inorganic or organic bases such as sodium hydroxide, magnesium hydroxide, ammonia, 

1 5 trialkylamine, dialkylamine, monoalkylamine, dibasic amino acids, sodium acetate, 
potassium benzoate, Methanol amine and the like. 

The pharmaceutical composition of the invention may be in the form of a complex of 
the protein(s) or other active ingredients) of present invention along with protein or peptide 
antigens. The protein and/or peptide antigen will deliver a stimulatory signal to both B and T 

20 lymphocytes. B lymphocytes will respond to antigen through their surface immunoglobulin 
receptor. T lymphocytes will respond to antigen through the T cell receptor (TCR) 
following presentation of the antigen by MHC proteins. MHC and structurally related 
proteins including those encoded by class I and class II MHC genes on host cells will serve 
to present the peptide antigen(s) to T lymphocytes. The antigen components could also be 

25 supplied as purified MHC-peptide complexes alone or with co-stimulatory molecules that 
can directly signal T cells. Alternatively antibodies able to bind surface immunoglobulin 
and other molecules on B cells as well as antibodies able to bind the TCR and other 
molecules on T cells can be combined with the pharmaceutical composition of the invention. 
The pharmaceutical composition of the invention may be in the form of a liposome in 

30 which protein of the present invention is combined, in addition to other pharmaceutically 

acceptable carriers, with amphipathic agents such as lipids which exist in aggregated form as 
micelles, insoluble monolayers, liquid crystals, or lamellar layers in aqueous solution. 
Suitable lipids for liposomal formulation include, without limitation, monoglycerides, 
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diglycerides, sulfatides, lysolecithins, phospholipids, saponin, bile acids, and the like. 
Preparation of such liposomal formulations is within the level of skill in the art, as disclosed, 
for example, in U.S. Patent Nos. 4,235,871; 4,501,728; 4,837,028; and 4,737,323, all of 
which are incorporated herein by reference. 
5 The amount of protein or other active ingredient of the present invention in the 

pharmaceutical composition of the present invention will depend upon the nature and 
severity of the condition being treated, and on the nature of prior treatments which the 
patient has undergone. Ultimately, the attending physician will decide the amount of protein 
or other active ingredient of the present invention with which to treat each individual patient. 

10 Initially, the attending physician will administer low doses of protein or other active 
ingredient of the present invention and observe the patient's response. Larger doses of 
protein or other active ingredient of the present invention may be administered until the 
optimal therapeutic effect is obtained for the patient, and at that point the dosage is not 
increased further. It is contemplated that the various pharmaceutical compositions used to 

15 practice the method of the present invention should contain about 0.01 \ig to about 100 mg 
(preferably about 0.1 \ig to about 10 mg, more preferably about 0.1 jig to about 1 mg) of 
protein or other active ingredient of the present invention per kg body weight. For 
compositions of the present invention which are useful for bone, cartilage, tendon or 
ligament regeneration, the therapeutic method includes administering the composition 

20 topically, systematically, or locally as an implant or device. When administered, the 
therapeutic composition for use in this invention is, of course, in a pyrogen-free, 
physiologically acceptable form. Further, the composition may desirably be encapsulated or 
injected in a viscous form for delivery to the site of bone, cartilage or tissue damage. 
Topical administration may be suitable for wound healing and tissue repair. Therapeutically 

25 useful agents other than a protein or other active ingredient of the invention which may also 
optionally be included in the composition as described above, may alternatively or 
additionally, be administered simultaneously or sequentially with the composition in the 
methods of the invention. Preferably for bone and/or cartilage formation, the composition 
would include a matrix capable of delivering the protein-containing or other active 

30 ingredient-containing composition to the site of bone and/or cartilage damage, providing a 
structure for the developing bone and cartilage and optimally capable of being resorbed into 
the body. Such matrices may be formed of materials presently in use for other implanted 
medical applications. 
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The choice of matrix material is based on biocompatibility, biodegradability, 
mechanical properties, cosmetic appearance and interface properties. The particular 
application of the compositions will define the appropriate formulation. Potential matrices 
for the compositions may be biodegradable and chemically defined calcium sulfate, 
5 tricalcium phosphate, hydroxyapatite, polylactic acid, polyglycolic acid and polyanhydrides. 
Other potential materials are biodegradable and biologically well-defined, such as bone or 
dermal collagen. Further matrices are comprised of pure proteins or extracellular matrix 
components. Other potential matrices are nonbiodegradable and chemically defined, such as 
sintered hydroxyapatite, bioglass, aluminates, or other ceramics. Matrices may be comprised 

10 of combinations of any of the above-mentioned types of material, such as polylactic acid and 
hydroxyapatite or collagen and tricalcium phosphate. The bioceramics may be altered in 
composition, such as in calcium-aluminate-phosphate and processing to alter pore size, 
particle size, particle shape, and biodegradability. Presently preferred is a 50:50 (mole 
weight) copolymer of lactic acid and glycolic acid in the form of porous particles having 

15 diameters ranging from 150 to 800 microns. In some applications, it will be useful to utilize 
a sequestering agent, such as carboxymethyl cellulose or autologous blood clot, to prevent 
the protein compositions from disassociating from the matrix. 

A preferred family of sequestering agents is cellulosic materials such as 
alkylcelluloses (including hydroxyalkylcelluloses), including methylcellulose, 

20 ethylcellulose, hydroxyethylcellulose, hydroxypropylcellulose, 

hydroxypropyl-methylcellulose, and carboxymethylcellulose, the most preferred being 
cationic salts of carboxymethylcellulose (CMC). Other preferred sequestering agents 
include hyaluronic acid, sodium alginate, poly(ethylene glycol), polyoxyethylene oxide, 
carboxyvinyl polymer and poly(vinyl alcohol). The amount of sequestering agent useful 

25 herein is 0.5-20 wt %, preferably 1-10 wt % based on total formulation weight, which 
represents the amount necessary to prevent desorption of the protein from the polymer 
matrix and to provide appropriate handling of the composition, yet not so much that the 
progenitor cells are prevented from infiltrating the matrix, thereby providing the protein the 
opportunity to assist the osteogenic activity of the progenitor cells. In further compositions, 

30 proteins or other active ingredients of the invention may be combined with other agents 
beneficial to the treatment of the bone and/or cartilage defect, wound, or tissue in question. 
These agents include various growth factors such as epidermal growth factor (EGF), platelet 
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derived growth factor (PDGF), transforming growth factors (TGF-cc and TGF-p), and 
insulin-like growth factor (IGF). 

The therapeutic compositions are also presently valuable for veterinary applications. 
Particularly domestic animals and thoroughbred horses, in addition to humans, are desired 
5 patients for such treatment with proteins or other active ingredients of the present invention. 
The dosage regimen of a protein-containing pharmaceutical composition to be used in tissue 
regeneration will be determined by the attending physician considering various factors which 
modify the action of the proteins, e.g. f amount of tissue weight desired to be formed, the site 
of damage, the condition of the damaged tissue, the size of a wound, type of damaged tissue 

1 0 (e.g. , bone), the patients age, sex, and diet, the severity of any infection, time of 

administration and other clinical factors. The dosage may vary with the type of matrix used 
in the reconstitution and with inclusion of other proteins in the pharmaceutical composition. 
For example, the addition of other known growth factors, such as IGF I (insulin like growth 
factor I), to the final composition, may also effect the dosage. Progress can be monitored by 

1 5 periodic assessment of tissue/bone growth and/or repair, for example, X-rays, 
histomorphometric determinations and tetracycline labeling. 

Polynucleotides of the present invention can also be used for gene therapy. Such 
polynucleotides can be introduced either in vivo or ex vivo into cells for expression in a 
mammalian subject. Polynucleotides of the invention may also be administered by other 

20 known methods for introduction of nucleic acid into a cell or organism (including, without 
limitation, in the form of viral vectors or naked DMA). Cells may also be cultured ex vivo in 
the presence of proteins of the present invention in order to proliferate or to produce a 
desired effect on or activity in such cells. Treated cells can then be introduced in vivo for 
therapeutic purposes. 

25 

4.12.3 EFFECTIVE DOSAGE 

Pharmaceutical compositions suitable for use in the present invention include 
compositions wherein the active ingredients are contained in an effective amount to achieve 
its intended purpose. More specifically, a therapeutically effective amount means an amount 
30 effective to prevent development of or to alleviate the existing symptoms of the subject 
being treated. Determination of the effective amount is well within the capability of those 
skilled in the art, especially in light of the detailed disclosure provided herein. For any 
compound used in the method of the invention, the therapeutically effective dose can be 
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estimated initially from appropriate in vitro assays. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that can be used to more 
accurately determine useful doses in humans. For example, a dose can be formulated in 
animal models to achieve a circulating concentration range that includes the IC50 as 
5 determined in cell culture (i.e., the concentration of the test compound which achieves a 
half-maximal inhibition of the protein's biological activity). Such information can be used 
to more accurately determine useful doses in humans. 

A therapeutically effective dose refers to that amount of the compound that results in 
amelioration of symptoms or a prolongation of survival in a patient Toxicity and therapeutic 

10 efficacy of such compounds can be determined by standard pharmaceutical procedures in 
cell cultures or experimental animals, e.g., for determining the LD50 (the dose lethal to 50% 
of the population) and the ED 50 (the dose therapeutically effective in 50% of the population). 
The dose ratio between toxic and therapeutic effects is the therapeutic index and it can be 
expressed as the ratio between LD 50 and ED50. Compounds which exhibit high therapeutic 

15 indices are preferred. The data obtained from these cell culture assays and animal studies 
can be used in formulating a range of dosage for use in human. The dosage of such 
compounds lies preferably within a range of circulating concentrations that include the ED50 
with little or no toxicity. The dosage may vary within this range depending upon the dosage 
form employed and the route of administration utilized. The exact formulation, route of 

20 administration and dosage can be chosen by the individual physician in view of the patient's 
condition. See, e.g., Fingl et al, 1975, in "The Pharmacological Basis of Therapeutics", Ch. 
1 p.l . Dosage amount and interval may be adjusted individually to provide plasma levels of 
the active moiety which are sufficient to maintain the desired effects, or minimal effective 
concentration (MEC). The MEC will vary for each compound but can be estimated from in 

25 vitro data. Dosages necessary to achieve the MEC will depend on individual characteristics 
and route of administration. However, HPLC assays or bioassays can be used to determine 
plasma concentrations. 

Dosage intervals can also be determined using MEC value. Compounds should be 
administered using a regimen which maintains plasma levels above the MEC for 1 0-90% of 

30 the time, preferably between 30-90% and most preferably between 50-90%. In cases of local 
administration or selective uptake, the effective local concentration of the drug may not be 
related to plasma concentration. 
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An exemplary dosage regimen for polypeptides or other compositions of the 
invention will be in the range of about 0.01 ng/kg to 100 mg/kg of body weight daily, with 
the preferred dose being about 0. 1 ^ig/kg to 25 mg/kg of patient body weight daily, varying 
in adults and children. Dosing may be once daily, or equivalent doses may be delivered at 
5 longer or shorter intervals. 

The amount of composition administered will, of course, be dependent on the subject 
being treated, on the subject's age and weight, the severity of the affliction, the maimer of 
administration and the judgment of the prescribing physician. 



10 4.12.4 PACKAGING 

The compositions may, if desired, be presented in a pack or dispenser device which 
may contain one or more unit dosage forms containing the active ingredient. The pack may, 
for example, comprise metal or plastic foil, such as a blister pack. The pack or dispenser 
device may be accompanied by instructions for administration. Compositions comprising a 
1 5 compound of the invention formulated in a compatible pharmaceutical carrier may also be 
prepared, placed in an appropriate container, and labeled for treatment of an indicated 
condition. 

4.13 ANTIBODIES 

20 Also included in the invention are antibodies to proteins, or fragments of proteins of 

the invention. The term "antibody" as used herein refers to immunoglobulin molecules and 
immunologically active portions of immunoglobulin (Ig) molecules, i.e., molecules that 
contain an antigen-binding site that specifically binds (immunoreacts with) an antigen. Such 
antibodies include, but are not limited to, polyclonal, monoclonal, chimeric, single chain, 

25 F ab , F ab » and F (ab 02 fragments, and an F ab expression library. In general, an antibody molecule 
obtained from humans relates to any of the classes IgG, IgM, IgA, IgE and IgD, which differ 
from one another by the nature of the heavy chain present in the molecule. Certain classes 
have subclasses as well, such as IgGi, IgG 2 , and others. Furthermore, in humans, the light 
chain may be a kappa chain or a lambda chain. Reference herein to antibodies includes a 

30 reference to all such classes, subclasses and types of human antibody species. 

An isolated related protein of the invention may be intended to serve as an antigen, or 
a portion or fragment thereof, and additionally can be used as an immunogen to generate 
antibodies that immunospecifically bind the antigen, using standard techniques for 
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polyclonal and monoclonal antibody preparation. The full-length protein can be used or, 
alternatively, the invention provides antigenic peptide fragments of the antigen for use as 
immunogens. An antigenic peptide fragment comprises at least 6 amino acid residues of the 
amino acid sequence of the full length protein, such as an amino acid sequence shown in 
5 SEQ ID NO: 685-1368, or 1967-2564, or Tables 3A, 3B, 5, 7, or 8, and encompasses an 
epitope thereof such that an antibody raised against the peptide forms a specific immune 
complex with the full length protein or with any fragment that contains the epitope. 
Preferably, the antigenic peptide comprises at least 10 amino acid residues, or at least 15 
amino acid residues, or at least 20 amino acid residues, or at least 30 amino acid residues. 

10 Preferred epitopes encompassed by the antigenic peptide are regions of the protein that are 
located on its surface; commonly these are hydrophilic regions. 

In certain embodiments of the invention, at least one epitope encompassed by the 
antigenic peptide is a surface region of the protein, e.g., a hydrophilic region. A 
hydrophobicity analysis of the human related protein sequence will indicate which legions of 

15 a related protein are particularly hydrophilic and, therefore, are likely to encode surface 
residues useful for targeting antibody production. As a means for targeting antibody 
production, hydropathy plots showing regions of hydrophilicity and hydrophobicity may be 
generated by any method well known in the art, including, for example, the Kyte Doolittle or 
the Hopp Woods methods, either with or without Fourier transformation. See, Hopp and 

20 Woods, 1981, Proc. Nat. Acad. Sci. USA 78: 3824-3828; Kyte and Doolittle 1982, J. Mol. 
Biol. 157: 105-142, each of which is incorporated herein by reference in its entirety. 
Antibodies that are specific for one or more domains within an antigenic protein, or 
derivatives, fragments, analogs or homologs thereof, are also provided herein. 

A protein of the invention, or a derivative, fragment, analog, homolog or ortholog 

25 thereof, may be utilized as an immunogen in the generation of antibodies that 
immunospecifically bind these protein components. 

The term "specific for" indicates that the variable regions of the antibodies of the 
invention recognize and bind polypeptides of the invention exclusively (i.e., able to 
distinguish the polypeptide of the invention from other similar polypeptides despite sequence 

30 identity, homology, or similarity found in the family of polypeptides), but may also interact 
with other proteins (for example, S. aureus protein A or other antibodies in ELISA 
techniques) through interactions with sequences outside the variable region of the antibodies, 
and in particular, in the constant region of the molecule. Screening assays to determine 
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binding specificity of an antibody of the invention are well known and routinely practiced in 
the art. For a comprehensive discussion of such assays, see Harlow et al. (Eds), Antibodies 
A Laboratory Manual; Cold Spring Harbor Laboratory; Cold Spring Harbor, NY (1988), 
Chapter 6. Antibodies that recognize and bind fragments of the polypeptides of the 
5 invention are also contemplated, provided that the antibodies are first and foremost specific 
for, as defined above, full-length polypeptides of the invention. As with antibodies that are 
specific for full length polypeptides of the invention, antibodies of the invention that 
recognize fragments are those which can distinguish polypeptides from the same family of 
polypeptides despite inherent sequence identity, homology, or similarity found in the family 
10 of proteins. 

Antibodies of the invention are useful for, for example, therapeutic purposes (by 
modulating activity of a polypeptide of the invention), diagnostic purposes to detect or 
quantitate a polypeptide of the invention, as well as purification of a polypeptide of the 
invention. Kits comprising an antibody of the invention for any of the purposes described 

1 5 herein are also comprehended. In general, a kit of the invention also includes a control 
antigen for which the antibody is immunospecific. The invention further provides a 
hybridoma that produces an antibody according to the invention. Antibodies of the 
invention are useful for detection and/or purification of the polypeptides of the invention. 
Monoclonal antibodies binding to the protein of the invention may be useful 

20 diagnostic agents for the immunodetection of the protein. Neutralizing monoclonal 
antibodies binding to the protein may also be useful therapeutics for both conditions 
associated with the protein and also in the treatment of some forms of cancer where 
abnormal expression of the protein is involved. In the case of cancerous cells or leukemic 
cells, neutralizing monoclonal antibodies against the protein may be useful in detecting and 

25 preventing the metastatic spread of the cancerous cells, which may be mediated by the 
protein. 

The labeled antibodies of the present invention can be used for in vitro, in vivo, and 
in situ assays to identify cells or tissues in which a fragment of the polypeptide of interest is 
expressed. The antibodies may also be used directly in therapies or other diagnostics. The 
30 present invention further provides the above-described antibodies immobilized on a solid 
support. Examples of such solid supports include plastics such as polycarbonate, complex 
carbohydrates such as agarose and Sepharose®, acrylic resins and such as polyacrylamide 
and latex beads. Techniques for coupling antibodies to such solid supports are well known 
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in the art (Weir, D.M. et al., "Handbook of Experimental Immunology" 4th Ed., Blackwell 
Scientific Publications, Oxford, England, Chapter 10 (1986); Jacoby, W.D. et al., Meth. 
Enzym. 34 Academic Press, N.Y. (1974)). The immobilized antibodies of the present 
invention can be used for in vitro, in vivo, and in situ assays as well as for immuno-affinity 
5 purification of the proteins of the present invention. 

Various procedures known within the art may be used for the production of 
polyclonal or monoclonal antibodies directed against a protein of the invention, or against 
derivatives, fragments, analogs homologs or orthologs thereof (see, for example, Antibodies: 
A Laboratory Manual, Harlow E, and Lane D, 1988, Cold Spring Harbor Laboratory Press, 
10 Cold Spring Harbor, NY, incorporated herein by reference). Some of these antibodies are 
discussed below. 

4.13.1 POLYCLONAL ANTIBODIES 

For the production of polyclonal antibodies, various suitable host animals (e.g., 

1 5 rabbit, goat, mouse or other mammal) may be immunized by one or more injections with the 
native protein, a synthetic variant thereof, or a derivative of the foregoing. An appropriate 
immunogenic preparation can contain, for example, the naturally occurring immunogenic 
protein, a chemically synthesized polypeptide representing the immunogenic protein, or a 
recombinantly expressed immunogenic protein. Furthermore, the protein may be conjugated 

20 to a second protein known to be immunogenic in the mammal being immunized. Examples 
of such immunogenic proteins include but are not limited to keyhole limpet hemocyanin, 
serum albumin, bovine thyroglobulin, and soybean trypsin inhibitor. The preparation can 
further include an adjuvant. Various adjuvants used to increase the immunological response 
include, but are not limited to, Freund's (complete and incomplete), mineral gels (e.g., 

25 aluminum hydroxide), surface-active substances (e.g., lysolecithin, pluronic polyols, 

polyanions, peptides, oil emulsions, dinitrophenol, etc.), adjuvants usable in humans such as 
Bacille Calmette-Guerin and Corynebacterium parvum, or similar immunostimulatory 
agents. Additional examples of adjuvants that can be employed include MPL-TDM adjuvant 
(monophosphoryl Lipid A, synthetic trehalose dicorynomycolate). 

30 The polyclonal antibody molecules directed against the immunogenic protein can be 

isolated from the mammal (e.g., from the blood) and further purified by well known 
techniques, such as affinity chromatography using protein A or protein G, which provide 
primarily the IgG fraction of immune serum. Subsequently, or alternatively, the specific 
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antigen which is the target of the immunoglobulin sought, or an epitope thereof, may be 
immobilized on a column to purify the immune specific antibody by hnmunoaffinity 
chromatography. Purification of immunoglobulins is discussed, for example, by D. 
Wilkinson (The Scientist, published by The Scientist, Inc., Philadelphia PA, Vol. 14, No. 8 
5 (April 17, 2000), pp. 25-28). 

4.13.2 MONOCLONAL ANTIBODIES 

The term "monoclonal antibody" (MAb) or "monoclonal antibody composition", as 
used herein, refers to a population of antibody molecules that contain only one molecular 

1 0 species of antibody molecule consisting of a unique light chain gene product and a unique 
heavy chain gene product In particular, the complementarity determining regions (CDRs) 
of the monoclonal antibody are identical in all the molecules of the population. MAbs thus 
contain an antigen-binding site capable of immunoreacting with a particular epitope of the 
antigen characterized by a unique binding affinity for it. 

1 5 Monoclonal antibodies can be prepared using hybridoma methods, such as those 

described by Kohler and Milstein, Nature, 256, 495 (1 975). In a hybridoma method, a 
mouse, hamster, or other appropriate host animal, is typically immunized with an 
immunizing agent to elicit lymphocytes that produce or are capable of producing antibodies 
that will specifically bind to the immunizing agent. Alternatively, the lymphocytes can be 

20 immunized in vitro. 

The immunizing agent will typically include the protein antigen, a fragment thereof 
or a fusion protein thereof. Generally, either peripheral blood lymphocytes are used if cells 
of human origin are desired, or spleen cells or lymph node cells are used if non-human 
mammalian sources are desired. The lymphocytes are then fused with an immortalized cell 

25 line using a suitable fusing agent, such as polyethylene glycol, to form a hybridoma cell 
(Goding, Monoclonal Antibodies: Principles and Practice, Academic Press, (1986) pp. 59- 
103). Immortalized cell lines are usually transformed mammalian cells, particularly 
myeloma cells of rodent, bovine and human origin. Usually, rat or mouse myeloma cell 
lines are employed. The hybridoma cells can be cultured in a suitable culture medium that 

30 preferably contains one or more substances that inhibit the growth or survival of the unfused, 
immortalized cells. For example, if the parental cells lack the enzyme hypoxanthine guanine 
phosphoribosyl transferase (HGPRT or HPRT), the culture medium for the hybridomas 
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typically will include hypoxanthine, aminopterin, and thymidine ("HAT medium"), which 
substances prevent the growth of HGPRT-deficient cells. 

Preferred immortalized cell lines are those that fuse efficiently, support stable high 
level expression of antibody by the selected antibody-producing cells, and are sensitive to a 
5 medium such as HAT medium. More preferred immortalized cell lines are murine myeloma 
lines, which can be obtained, for instance, from the Salk Institute Cell Distribution Center, 
San Diego, California and the American Type Culture Collection, Manassas, Virginia. 
Human myeloma and mouse-human heteromyeloma cell lines also have been described for 
the production of human monoclonal antibodies (Kozbor, J. Immunol., 133:3001 (1984); 

10 Brodeur et al., Monoclonal Antibody Production Techniques and Applications, Marcel 
Dekker, Inc., New York, (1987) pp. 51-63). 

The culture medium in which the hybridoma cells are cultured can then be assayed 
for the presence of monoclonal antibodies directed against the antigen. Preferably, the 
binding specificity of monoclonal antibodies produced by the hybridoma cells is determined 

1 5 by immunoprecipitation or by an in vitro binding assay, such as radioimmunoassay (RIA) or 
enzyme-linked immunoabsorbent assay (ELISA). Such techniques and assays are known in 
the art. The binding affinity of the monoclonal antibody can, for example, be determined by 
the Scatchard analysis of Munson and Pollard, Anal. Biochem., 107, 220 (1980). Preferably, 
antibodies having a high degree of specificity and a high binding affinity for the target 

20 antigen are isolated. 

After the desired hybridoma cells are identified, the clones can be subcloned by 
limiting dilution procedures and grown by standard methods. Suitable culture media for this 
purpose include, for example, Dulbecco's Modified Eagle's Medium and RPMI-1640 
medium. Alternatively, the hybridoma cells can be grown in vivo as ascites in a mammal. 

25 The monoclonal antibodies secreted by the subclones can be isolated or purified from 

the culture medium or ascites fluid by conventional immunoglobulin purification procedures 
such as, for example, protein A-Sepharose, hydroxylapatite chromatography, gel 
electrophoresis, dialysis, or affinity chromatography. 

The monoclonal antibodies can also be made by recombinant DNA methods, such as 

30 those described in U.S. Patent No. 4,816,567. DNA encoding the monoclonal antibodies of 
the invention can be readily isolated and sequenced using conventional procedures (e.g., by 
using oligonucleotide probes that are capable of binding specifically to genes encoding the ' 
heavy and light chains of murine antibodies). The hybridoma cells of the invention serve as 
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a preferred source of such DNA. Once isolated, the DNA can be placed into expression 
vectors, which are then transfected into host cells such as simian COS cells, Chinese hamster 
ovary (CHO) cells, or myeloma cells that do not otherwise produce immunoglobulin protein, 
to obtain the synthesis of monoclonal antibodies in the recombinant host cells. The DNA 
5 also can be modified, for example, by substituting the coding sequence for human heavy and 
light chain constant domains in place of the homologous murine sequences (U.S. Patent No. 
4,816,567; Morrison, Nature 368, 812-13 (1994)) or by covalently joining to the 
immunoglobulin coding sequence all or part of the coding sequence for a non- 
immunoglobulin polypeptide. Such a non-immunoglobulin polypeptide can be substituted 
1 0 for the constant domains of an antibody of the invention, or can be substituted for the 

variable domains of one antigen-combining site of an antibody of the invention to create a 
chimeric bivalent antibody. 

4.13.3 HUMANIZED ANTIBODIES 

1 5 The antibodies directed against the protein antigens of the invention can further 

comprise humanized antibodies or human antibodies. These antibodies are suitable for 
administration to humans without engendering an immune response by the human against 
the administered immunoglobulin. Humanized forms of antibodies are chimeric 
immunoglobulins, immunoglobulin chains or fragments thereof (such as Fv, Fab, Fab 1 , 

20 F(ab f )2 or other antigen-binding subsequences of antibodies) that are principally comprised 
of the sequence of a human immunoglobulin, and contain minimal sequence derived from a 
non-human immunoglobulin. Humanization can be performed following the method of 
Winter and co-workers (Jones et al,, Nature, 321, 522-525 (1986); Riechmann et al., Nature, 
332, 323-327 (1988); Verhoeyen et al., Science, 239, 1534-1536 (1988)), by substituting 

25 rodent CDRs or CDR sequences for the corresponding sequences of a human antibody. (See 
also U.S. Patent No. 5,225,539). In some instances, Fv framework residues of the human 
immunoglobulin are replaced by corresponding non-human residues. Humanized antibodies 
can also comprise residues that are found neither in the recipient antibody nor in the 
imported CDR or framework sequences. In general, the humanized antibody will comprise 

30 substantially all of at least one, and typically two, variable domains, in which all or 

substantially all of the CDR regions correspond to those of a non-human immunoglobulin 
and all or substantially all of the framework regions are those of a human immunoglobulin 
consensus sequence. The humanized antibody optimally also will comprise at least a portion 



WO 2004/080148 



PCT7US2003/030720 



90 

of an immunoglobulin constant region (Fc), typically that of a human immunoglobulin 
(Jones et al., 1986; Riechmann et al., 1988; and Presta, Curr. Op. Struct. BioL, 2, 593-596 
(1992)). 

5 4.13.4 HUMAN ANTIBODIES 

Fully human antibodies relate to antibody molecules in which essentially the entire 
sequences of both the light chain and the heavy chain, including the CDRs, arise from 
human genes. Such antibodies are termed "human antibodies", or "fully human antibodies" 
herein. Human monoclonal antibodies can be prepared by the trioma technique; the human 

10 B-cell hybridoma technique (see Kozbor, et al., 1983 Immunol Today 4: 72) and the EBV 
hybridoma technique to produce human monoclonal antibodies (see Cole, et al., 1985 In: 
Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). Human 
monoclonal antibodies may be utilized in the practice of the present invention and may be 
produced by using human hybridomas (see Cote, et al., 1983. Proc Natl Acad Sci USA 80, 

1 5 2026-2030) or by transforming human B-cells with Epstein Barr Virus in vitro (see Cole, et 
al, 1985 In: Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc., pp. 77-96). 

In addition, human antibodies can also be produced using additional techniques, 
including phage display libraries (Hoogenboom and Winter, J. Mol. Biol., 227, 381 (1991); 
Marks et al., J. Mol. BioL, 222:581 (1991)). Similarly, human antibodies can be made by 

20 introducing human immunoglobulin loci into transgenic animals, e.g., mice in which the 
endogenous immunoglobulin genes have been partially or completely inactivated. Upon 
challenge, human antibody production is observed, which closely resembles that seen in 
humans in all respects, including gene rearrangement, assembly, and antibody repertoire. 
This approach is described, for example, in U.S. Patent Nos. 5,545,807; 5,545,806; 

25 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in Marks et al. (Bio/Technology 10, 779- 
783 (1992)); Lonberg et al. (Nature 368, 856-859 (1994)); Morrison (Nature 368, 812-13 

(1994) ); Fishwild et al, (Nature Biotechnology 14, 845-51 (1996)); Neuberger (Nature 
Biotechnology 14, 826 (1996)); and Lonberg and Huszar (Intern. Rev. Immunol. 13, 65-93 

(1995) ). 

30 Human antibodies may additionally be produced using transgenic nonhuman animals 

that are modified so as to produce fully human antibodies rather than the animal's 
endogenous antibodies in response to challenge by an antigen. (See PCT publication 
WO94/02602). The endogenous genes encoding the heavy and light immunoglobulin chains 
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in the nonhuman host have been incapacitated, and active loci encoding human heavy and 
light chain immunoglobulins are inserted into the host's genome. The human genes are 
incorporated, for example, using yeast artificial chromosomes containing the requisite 
human DNA segments. An animal which provides all the desired modifications is then 
5 obtained as progeny by crossbreeding intermediate transgenic animals containing fewer than 
the full complement of the modifications. The preferred embodiment of such a nonhuman 
animal is a mouse, and is termed the Xenomouse™ as disclosed in PCT publications WO 
96/33735 and WO 96/34096. This animal produces B cells that secrete fully human 
immunoglobulins. The antibodies can be obtained directly from the animal after 

10 immunization with an immunogen of interest, as, for example, a preparation of a polyclonal 
antibody, or alternatively from immortalized B cells derived from the animal, such as 
hybridomas producing monoclonal antibodies. Additionally, the genes encoding the 
immunoglobulins with human variable regions can be recovered and expressed to obtain the 
antibodies directly, or can be further modified to obtain analogs of antibodies such as, for 

1 5 example, single chain Fv molecules. 

An example of a method of producing a nonhuman host, exemplified as a mouse, 
lacking expression of an endogenous immunoglobulin heavy chain is disclosed in U.S. 
Patent No. 5,939,598. It can be obtained by a method including deleting the J segment genes 
from at least one endogenous heavy chain locus in an embryonic stem cell to prevent 

20 rearrangement of the locus and to prevent formation of a transcript of a rearranged 
immunoglobulin heavy chain locus, the deletion being effected by a targeting vector 
containing a gene encoding a selectable marker, and producing from the embryonic stem cell 
a transgenic mouse whose somatic and germ cells contain the gene encoding the selectable 
marker. 

25 A method for producing an antibody of interest, such as a human antibody, is 

disclosed in U.S. Patent No. 5,916,771 . It includes introducing an expression vector that 
contains a nucleotide sequence encoding a heavy chain into one mammalian host cell in 
culture, introducing an expression vector containing a nucleotide sequence encoding a light 
chain into another mammalian host cell, and fusing the two cells to form a hybrid cell. The 

30 hybrid cell expresses an antibody containing the heavy chain and the light chain. 

In a further improvement on this procedure, a method for identifying a clinically 
relevant epitope on an immunogen, and a correlative method for selecting an antibody that 
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binds immunospecifically to the relevant epitope with high affinity, are disclosed in PCT 
publication WO 99/53049. 

4.13.5 FAB FRAGMENTS AND SINGLE CHAIN ANTIBODIES 

5 According to the invention, techniques can be adapted for the production of 

single-chain antibodies specific to an antigenic protein of the invention (see e.g., U.S. Patent 
No. 4,946,778). In addition, methods can be adapted for the construction of F a b expression 
libraries (see e.g., Huse, et aL, 1989 Science 246, 1275-1281) to allow rapid and effective 
identification of monoclonal F a b fragments with the desired specificity for a protein or 

1 0 derivatives, fragments, analogs or homologs thereof. Antibody fragments that contain the 
idiotypes to a protein antigen may be produced by techniques known in the art including, but 
not limited to: (i) an F( a b«)2 fragment produced by pepsin digestion of an antibody molecule; 
(ii) an Fab fragment generated by reducing the disulfide bridges of an F( a b-)2 fragment; (iii) an 
F a b fragment generated by the treatment of the antibody molecule with papain and a reducing 

1 5 agent and (iv) F v fragments. 

4.13.6 BISPECIFIC ANTIBODIES 

Bispecific antibodies are monoclonal, preferably human or humanized, antibodies 
that have binding specificities for at least two different antigens. In the present case, one of 
20 the binding specificities is for an antigenic protein of the invention. The second binding 
target is any other antigen, and advantageously is a cell-surface protein or receptor or 
receptor subunit. 

Methods for making bispecific antibodies are known in the art. Traditionally, the 
recombinant production of bispecific antibodies is based on the co-expression of two 

25 immunoglobulin heavy-chain/light-chain pairs, where the two heavy chains have different 
specificities (Milstein and Cuello, Nature, 305, 537-539 (1983)). Because of the random 
assortment of immunoglobulin heavy and light chains, these hybridomas (quadromas) 
produce a potential mixture of ten different antibody molecules, of which only one has the 
correct bispecific structure. The purification of the correct molecule is usually accomplished 

30 by affinity chromatography steps. Similar procedures are disclosed in WO 93/08829, 
published 13 May*1993, and in Traunecker et aL, 1991 EMBOJ., 10, 3655-3659. 

Antibody variable domains with the desired binding specificities (antibody-antigen 
combining sites) can be fused to immunoglobulin constant domain sequences. The fusion 
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preferably is with an immunoglobulin heavy-chain constant domain, comprising at least part 
of the hinge, CH2, and CH3 regions. It is preferred to have the first heavy-chain constant 
region (CHI) containing the site necessary for light-chain binding present in at least one of 
the fusions. DNAs encoding the immunoglobulin heavy-chain fusions and, if desired, the 
5 immunoglobulin light chain, are inserted into separate expression vectors, and are co- 
transfected into a suitable host organism. For further details of generating bispecific 
antibodies see, for example, Suresh et al., Methods in Enzymology, 121, 210 (1986). 

According to another approach described in WO 96/2701 1 , the interface between a 
pair of antibody molecules can be engineered to maximize the percentage of heterodimers 

10 that are recovered from recombinant cell culture. The preferred interface comprises at least 
a part of the CH3 region of an antibody constant domain. In this method, one or more small 
amino acid side chains from the interface of the first antibody molecule are replaced with 
larger side chains (e.g. tyrosine or tryptophan). Compensatory "cavities" of identical or 
similar size to the large side chain(s) are created on the interface of the second antibody 

1 5 molecule by replacing large amino acid side chains with smaller ones (e.g. alanine or 

threonine). This provides a mechanism for increasing the yield of the heterodimer over other 
unwanted end-products such as homodimers. 

Bispecific antibodies can be prepared as full-length antibodies or antibody fragments 
(e.g. F(ab')2 bispecific antibodies). Techniques for generating bispecific antibodies from 

20 antibody fragments have been described in the literature. For example, bispecific antibodies 
can be prepared using chemical linkage. Brennan et al., Science 229, 81 (1985) describe a 
procedure wherein intact antibodies are proteolytically cleaved to generate F(ab')2 
fragments. These fragments are reduced in the presence of the dithiol complexing agent 
sodium arsenite to stabilize vicinal dithiols and prevent intermolecular disulfide formation. 

25 The Fab' fragments generated are then converted to thionitrobenzoate (TNB) derivatives. 
One of the Fab'-TNB derivatives is then reconverted to the Fab'-thiol by reduction with 
mercaptoethylamine and is mixed with an equimolar amount of the other Fab'-TNB 
derivative to form the bispecific antibody. The bispecific antibodies produced can be used 
as agents for the selective immobilization of enzymes. 

30 Additionally, Fab' fragments can be directly recovered from E. coli and chemically 

coupled to form bispecific antibodies. Shalaby et al., J. Exp. Med. 175, 217-225 (1992) 
describe the production of a fully humanized bispecific antibody F(ab')2 molecule. Each 
Fab' fragment was separately secreted from E. coli and subjected to directed chemical 
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coupling in vitro to form the bispecific antibody. The bispecific antibody thus formed was 
able to bind to cells overexpressing the ErbB2 receptor and normal human T cells, as well as 
trigger the lytic activity of human cytotoxic lymphocytes against human breast tumor targets. 
Various techniques for making and isolating bispecific antibody fragments directly 
5 from recombinant cell culture have also been described. For example, bispecific antibodies 
have been produced using leucine zippers. Kostelny et al., J. Immunol. 148(5), 1547-1553 
(1992). The leucine zipper peptides from the Fos and Jun proteins were linked to the Fab' 
portions of two different antibodies by gene fusion. The antibody homodimers were reduced 
at the hinge region to form monomers and then re-oxidized to form the antibody 

10 heterodimers. This method can also be utilized for the production of antibody homodimers. 
The "diabody" technology described by Hollinger et al., Proc. Natl. Acad. Sci. USA 90, 
6444-6448 (1993) has provided an alternative mechanism for making bispecific antibody 
fragments. The fragments comprise a heavy-chain variable domain (V H ) connected to a 
light-chain variable domain (V L ) by a linker which is too short to allow pairing between the 

1 5 two domains on the same chain. Accordingly, the V H and Vl domains of one fragment are 
forced to pair with the complementary Vl and Vh domains of another fragment, thereby 
forming two antigen-binding sites. Another strategy for making bispecific antibody 
fragments by the use of single-chain Fv (sFv) dimers has also been reported. See, Gruber et 
al., J. Immunol. 152, 5368 (1994). 

20 Antibodies with more than two valencies are contemplated. For example, trispecific 

antibodies can be prepared. Tutt et al., J. Immunol. 147, 60 (1991). 

Exemplary bispecific antibodies can bind to two different epitopes, at least one of 
which originates in the protein antigen of the invention. Alternatively, an anti-antigenic arm 
of an immunoglobulin molecule can be combined with an arm which binds to a triggering 

25 molecule on a leukocyte such as a T-cell receptor molecule (e.g. CD2, CD3, CD28, or B7), 
or Fc receptors for IgG (FctR), such as Fc>RI (CD64), FcyRII (CD32) and FC7RHI (CD16) 
so as to focus cellular defense mechanisms to the cell expressing the particular antigen. 
Bispecific antibodies can also be used to direct cytotoxic agents to cells which express a 
particular antigen. These antibodies possess an antigen-binding arm and an arm which binds 

30 a cytotoxic agent or a radionuclide chelator, such as EOTUBE, DPTA, DOTA, or TETA. 

Another bispecific antibody of interest binds the protein antigen described herein and further 
binds tissue factor (TF). 
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4.13.7 HETEROCONJUGATE ANTIBODIES 

Heteroconjugate antibodies are also within the scope of the present invention. 
Heteroconjugate antibodies are composed of two covalently joined antibodies. Such 
antibodies have, for example, been proposed to target immune system cells to unwanted cells 
5 (U.S. Patent No. 4,676,980), and for treatment of HIV infection (WO 91/00360; WO 
92/200373; EP 03089). It is contemplated that the antibodies can be prepared in vitro using 
known methods in synthetic protein chemistry, including those involving crosslinking 
agents. For example, immunotoxins can be constructed using a disulfide exchange reaction 
or by forming a thioether bond. Examples of suitable reagents for this purpose include 
10 iminothiolate and methyl-4-mercaptobutyrimidate and those disclosed, for example, in U.S. 
Patent No. 4,676,980. 



4.13.8 EFFECTOR FUNCTION ENGINEERING 

It can be desirable to modify the antibody of the invention with respect to effector 
15 function, so as to enhance, e.g., the effectiveness of the antibody in treating cancer. For 
example, cysteine residue(s) can be introduced into the Fc region, thereby allowing 
interchain disulfide bond formation in this region. The homodimeric antibody thus 
generated can have improved internalization capability and/or increased complement- 
mediated cell killing and antibody-dependent cellular cytotoxicity (ADCC). See Caron et 
20 al., J. Exp Med., 176, 1 191-1 195 (1992) and Shopes, J. Immunol., 148, 2918-2922 (1992). 
Homodimeric antibodies with enhanced anti-tumor activity can also be prepared using 
heterobifunctional cross-linkers as described in Wolff et al. Cancer Research, 53, 2560- 
2565 (1993). Alternatively, an antibody can be engineered that has dual Fc regions and can 
thereby have enhanced complement lysis and ADCC capabilities. See Stevenson et al., 
25 Anti-Cancer Drug Design, 3, 219-230 (1989). 

4.13.9 IMMUNOCONJXJGATES 

The invention also pertains to immunoconjugates comprising an antibody conjugated 
to a cytotoxic agent such as a chemotherapeutic agent, toxin (e.g., an enzymatically active 
30 toxin of bacterial, fungal, plant, or animal origin, or fragments thereof), or a radioactive 
isotope (i.e., a radioconjugate). 

Chemotherapeutic agents useful in the generation of such immunoconjugates have 
been described above. Enzymatically active toxins and fragments thereof that can be used 
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include diphtheria A chain, nonbinding active fragments of diphtheria toxin, exotoxin A 
chain (from Pseudomonas aeruginosa), ricin A chain, abrin A chain, modeccin A chain, 
alpha-sarcin, Aleurites fordii proteins, dianthin proteins, Phytolaca americana proteins 
(PAPI, PAPII, and PAP-S), momordica charantia inhibitor, curcin, crotin, sapaonaria 
5 officinalis inhibitor, gelonin, mitogellin, restrictocin, phenomycin, enomycin, and the 

tricothecenes. A variety of radionuclides are available for the production of radioconjugated 
antibodies. Examples include 212 Bi, 131 1, 13 V 9 °Y, and 186 Re. 

Conjugates of the antibody and cytotoxic agent are made using a variety of 
bifunctional protein-coupling agents such as N-succinimidyl-3-(2-pyridyldithiol) propionate 

10 (SPDP), iminothiolane (IT), bifunctional derivatives of imidoesters (such as dimethyl 
adipimidate HCL), active esters (such as disuccimmidyl suberate), aldehydes (such as 
glutareldehyde), bis-azido compounds (such as bis (p-azidobenzoyl) hexanediamine), bis- 
diazonium derivatives (such as bis-(p-diazoniumbenzoyl)-ethylenediamine), diisocyanates 
(such as tolyene 2,6-diisocyanate), and bis-active fluorine compounds (such as 1,5-difluoro- 

1 5 2,4-dinitrobenzene). For example, a ricin immunotoxin can be prepared as described in 
Vitetta et al., Science, 238: 1098 (1987). Carbon- 14-labeled l-isothiocyanatobenzyl-3- 
methyldiethylene triaminepentaacetic acid (MX-DTPA) is an exemplary chelating agent for 
conjugation of radionucleotide to the antibody. See W094/1 1026. 

In another embodiment, the antibody can be conjugated to a "receptor" (such 

20 streptavidin) for utilization in tumor pretargeting wherein the antibody-receptor conjugate is 
administered to the patient, followed by removal of unbound conjugate from the circulation 
using a clearing agent and then administration of a "ligand" (e.g., avidin) that is in turn 
conjugated to a cytotoxic agent. 

25 

4.14 COMPUTER READABLE SEQUENCES 

In one application of this embodiment, a nucleotide sequence of the present invention 
can be recorded on computer readable media. As used herein, "computer readable media" 
refers to any medium which can be read and accessed directly by a computer. Such media 
30 include, but are not limited to: magnetic storage media, such as floppy discs, hard disc 
storage medium, and magnetic tape; optical storage media such as CD-ROM; electrical 
storage media such as RAM and ROM; and hybrids of these categories such as 
magnetic/optical storage media. A skilled artisan can readily appreciate how any of the 
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presently known computer readable mediums can be used to create a manufacture 
comprising computer readable medium having recorded thereon a nucleotide sequence of the 
present invention. As used herein, "recorded" refers to a process for storing information on 
computer readable medium. A skilled artisan can readily adopt any of the presently known 

5 methods for recording information on computer readable medium to generate manufactures 
comprising the nucleotide sequence information of the present invention. 

A variety of data storage structures are available to a skilled artisan for creating a 
computer readable medium having recorded thereon a nucleotide sequence of the present 
invention. The choice of the data storage structure will generally be based on the means 

1 0 chosen to access the stored information. In addition, a variety of data processor programs 
and formats can be used to store the nucleotide sequence information of the present 
invention on computer readable medium. The sequence information can be represented in a 
word processing text file, formatted in commercially-available software such as WordPerfect 
and Microsoft Word, or represented in the form of an ASCII file, stored in a database 

15 application, such as DB2, Sybase, Oracle, or the like. A skilled artisan can readily adapt any 
number of data processor structuring formats (e.g. text file or database) in order to obtain 
computer readable medium having recorded thereon the nucleotide sequence information of 
the present invention. 

By providing any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 or a 

20 representative fragment thereof; or a nucleotide sequence at least 95% identical to any of the 
nucleotide sequences of SEQ ID NO: 1-684, or 1369-1966 in computer readable form, a 
skilled artisan can routinely access the sequence information for a variety of purposes. 
Computer software is publicly available which allows a skilled artisan to access sequence 
information provided in a computer readable medium. The examples which follow 

25 demonstrate how software which implements the BLAST (Altschul et aL, J. Mol. Biol. 

215:403-410 (1990)) and BLAZE (Brutlag et al., Comp. Chem. 17:203-207 (1993)) search 
algorithms on a Sybase system is used to identify open reading frames (ORFs) within a 
nucleic acid sequence. Such ORFs may be protein-encoding fragments and may be useful in 
producing commercially important proteins such as enzymes used in fermentation reactions 

30 and in the production of commercially useful metabolites. 

As used herein, "a computer-based system" refers to the hardware means, software 
means, and data storage means used to analyze the nucleotide sequence information of the 
present invention. The minimum hardware means of the computer-based systems of the 
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present invention comprises a central processing unit (CPU), input means, output means, and 
data storage means. A skilled artisan can readily appreciate that any one of the currently 
available computer-based systems are suitable for use in the present invention. As stated 
above, the computer-based systems of the present invention comprise a data storage means 
5 having stored therein a nucleotide sequence of the present invention and the necessary 
hardware means and software means for supporting and implementing a search means. As 
used herein, "data storage means" refers to memory which can store nucleotide sequence 
information of the present invention, or a memory access means which can access 
manufactures having recorded thereon the nucleotide sequence information of the present 
10 invention. 

As used herein, "search means" refers to one or more programs which are 
implemented on the computer-based system to compare a target sequence or target structural 
motif with the sequence information stored within the data storage means. Search means are 
used to identify fragments or regions of a known sequence which match a particular target 

1 5 sequence or target motif. A variety of known algorithms are disclosed publicly and a variety 
of commercially available software for conducting search means are and can be used in the 
computer-based systems of the present invention. Examples of such software includes, but 
is not limited to, Smith-Waterman, MacPattern (EMBL), BLASTN and BLASTA 
(NPOLYPEPTIDEIA). A skilled artisan can readily recognize that any one of the available 

20 algorithms or implementing software packages for conducting homology searches can be 
adapted for use in the present computer-based systems. As used herein, a "target sequence" 
can be any nucleic acid or amino acid sequence of six or more nucleotides or two or more 
amino acids. A skilled artisan can readily recognize that the longer a target sequence is, the 
less likely a target sequence will be present as a random occurrence in the database. The 

25 most preferred sequence length of a target sequence is from about 10 to 300 amino acids, 
more preferably from about 30 to 100 nucleotide residues. However, it is well recognized 
that searches for commercially important fragments, such as sequence fragments involved in 
gene expression and protein processing, may be of shorter length. 

As used herein, "a target structural motif," or "target motif," refers to any rationally 

30 selected sequence or combination of sequences in which the sequence(s) are chosen based on 
a three-dimensional configuration which is formed upon the folding of the target motif. 
There are a variety of target motifs known in the art. Protein target motifs include, but are 
not limited to, enzyme active sites and signal sequences. Nucleic acid target motifs include, 
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but are not limited to, promoter sequences, hairpin structures and inducible expression 
elements (protein binding sequences). 

4.15 TRIPLE HELIX FORMATION 

5 In addition, the fragments of the present invention, as broadly described, can be used 

to control gene expression through triple helix formation or antisense DNA or RNA, both of 
which methods are based on the binding of a polynucleotide sequence to DNA or RNA. 
Polynucleotides suitable for use in these methods are preferably 20 to 40 bases in length and 
are designed to be complementary to a region of the gene involved in transcription (triple 

10 helix-see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 15241, 456 
(1988); and Dervan et al., Science 251, 1360 (1991)) or to the mRNA itself (antisense- 
Olmno, J. Neurochem. 56:560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of 
Gene Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally 
results in a shut-off of RNA transcription from DNA, while antisense RNA hybridization 

1 5 blocks translation of an mRNA molecule into polypeptide. Both techniques have been 
demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide. 

20 4.16 DIAGNOSTIC ASSAYS AND KITS 

The present invention further provides methods to identify the presence or expression 
of one of the ORFs of the present invention, or homolog thereof, in a test sample, using a 
nucleic acid probe or antibodies of the present invention, optionally conjugated or otherwise 
associated with a suitable label. 

25 In general, methods for detecting a polynucleotide of the invention can comprise 

contacting a sample with a compound that binds to and forms a complex with the 
polynucleotide for a period sufficient to form the complex, and detecting the complex, so 
that if a complex is detected, a polynucleotide of the invention is detected in the sample. 
Such methods can also comprise contacting a sample under stringent hybridization 

30 conditions with nucleic acid primers that anneal to a polynucleotide of the invention under 
such conditions, and amplifying annealed polynucleotides, so that if a polynucleotide is 
amplified, a polynucleotide of the invention is detected in the sample. 
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In general, methods for detecting a polypeptide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the 
polypeptide for a period sufficient to form the complex, and detecting the complex, so that if 
a complex is detected, a polypeptide of the invention is detected in the sample. 
5 In detail, such methods comprise incubating a test sample with one or more of the 

antibodies or one or more of the nucleic acid probes of the present invention and assaying 
for binding of the nucleic acid probes or antibodies to components within the test sample. 

Conditions for incubating a nucleic acid probe or antibody with a test sample vary. 
Incubation conditions depend on the format employed in the assay, the detection methods 

10 employed, and the type and nature of the nucleic acid probe or antibody used in the assay. 
One skilled in the art will recognize that any one of the commonly available hybridization, 
amplification or immunological assay formats can readily be adapted to employ the nucleic 
acid probes or antibodies of the present invention. Examples of such assays can be found in 
Chard, T., An Introduction to Radioimmunoassay and Related Techniques, Elsevier Science 

1 5 Publishers, Amsterdam, The Netherlands (1 986); Bullock, G.R. et al., Techniques in 

Immunocytochemistry, Academic Press, Orlando, FL Vol. 1 (1982), Vol. 2 (1983), Vol. 3 
(1985); Tijssen, P., Practice and Theory of immunoassays: Laboratory Techniques in 
Biochemistry and Molecular Biology, Elsevier Science Publishers, Amsterdam, The 
Netherlands (1985). The test samples of the present invention include cells, protein or 

20 membrane extracts of cells, or biological fluids such as sputum, blood, serum, plasma, or 
urine. The test sample used in the above-described method will vary based on the assay 
format, nature of the detection method and the tissues, cells or extracts used as the sample to 
be assayed. Methods for preparing protein extracts or membrane extracts of cells are well 
known in the art and can be readily be adapted in order to obtain a sample which is 

25 compatible with the system utilized. 

In another embodiment of the present invention, kits are provided which contain the 
necessary reagents to carry out the assays of the present invention. Specifically, the 
invention provides a compartment kit to receive, in close confinement, one or more 
containers which comprises: (a) a first container comprising one of the probes or antibodies 

30 of the present invention; and (b) one or more other containers comprising one or more of the 
following: wash reagents, reagents capable of detecting presence of a bound probe or 
antibody. 
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In detail, a compartment kit includes any kit in which reagents are contained in 
separate containers. Such containers include small glass containers, plastic containers or 
strips of plastic or paper. Such containers allows one to efficiently transfer reagents from 
one compartment to another compartment such that the samples and reagents are not 
5 cross-contaminated, and the agents or solutions of each container can be added in a 
quantitative fashion from one compartment to another. Such containers will include a 
container which will accept the test sample, a container which contains the antibodies used 
in the assay, containers which contain wash reagents (such as phosphate buffered saline, 
Tris-buffers, etc.), and containers which contain the reagents used to detect the bound 

10 antibody or probe. Types of detection reagents include labeled nucleic acid probes, labeled 
secondary antibodies, or in the alternative, if the primary antibody is labeled, the enzymatic, 
or antibody binding reagents which are capable of reacting with the labeled antibody. One 
skilled in the art will readily recognize that the disclosed probes and antibodies of the present 
invention can be readily incorporated into one of the established kit formats which are well 

15 known in the art 



4.17 MEDICAL IMAGING 

The novel polypeptides and binding partners of the invention are useful in medical 
imaging of sites expressing the molecules of the invention (e.g., where the polypeptide of the 
20 invention is involved in the immune response, for imaging sites of inflammation or 
infection). See, e.g., Kunkel et al., U.S. Pat. NO. 5,413,778. Such methods involve 
chemical attachment of a labeling or imaging agent, administration of the labeled 
polypeptide to a subject in a pharmaceutical^ acceptable carrier, and imaging the labeled 
polypeptide in vivo at the target site. 

25 

4.18 SCREENING ASSAYS 

Using the isolated proteins and polynucleotides of the invention, the present 
invention further provides methods of obtaining and identifying agents which bind to a 
polypeptide encoded by an ORF corresponding to any of the nucleotide sequences set forth 
30 in SEQ ID NO: 1-684, or 1369-1966, or bind to a specific domain of the polypeptide 
encoded by the nucleic acid. In detail, said method comprises the steps of: 

(a) contacting an agent with an isolated protein encoded by an ORF of the 
present invention, or nucleic acid of the invention; and 
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(b) determining whether the agent binds to said protein or said nucleic acid. 

In general, therefore, such methods for identifying compounds that bind to a 
polynucleotide of the invention can comprise contacting a compound with a polynucleotide 
of the invention for a time sufficient to form a polynucleotide/compound complex, and 
5 detecting the complex, so that if a polynucleotide/compound complex is detected, a 
compound that binds to a polynucleotide of the invention is identified. 

Likewise, in general, therefore, such methods for identifying compounds that bind to 
a polypeptide of the invention can comprise contacting a compound with a polypeptide of 
the invention for a time sufficient to form a polypeptide/compound complex, and detecting 
10 the complex, so that if a polypeptide/compound complex is detected, a compound that binds 
to a polynucleotide of the invention is identified. 

Methods for identifying compounds that bind to a polypeptide of the invention can 
also comprise contacting a compound with a polypeptide of the invention in a cell for a time 
sufficient to form a polypeptide/compound complex, wherein the complex drives expression 
15 of a receptor gene sequence in the cell, and detecting the complex by detecting reporter gene 
sequence expression, so that if a polypeptide/compound complex is detected, a compound 
that binds a polypeptide of the invention is identified. 

Compounds identified via such methods can include compounds which modulate the 
activity of a polypeptide of the invention (that is, increase or decrease its activity, relative to 
20 activity observed in the absence of the compound). Alternatively, compounds identified via 
such methods can include compounds which modulate the expression of a polynucleotide of 
the invention (that is, increase or decrease expression relative to expression levels observed 
in the absence of the compound). Compounds, such as compounds identified via the 
methods of the invention, can be tested using standard assays well known to those of skill in 
25 the art for their ability to modulate activity/expression. 

The agents screened in the above assay can be, but are not limited to, peptides, 
carbohydrates, vitamin derivatives, or other pharmaceutical agents. The agents can be 
selected and screened at random or rationally selected or designed using protein modeling 
techniques. 

30 For random screening, agents such as peptides, carbohydrates, pharmaceutical agents 

and the like are selected at random and are assayed for their ability to bind to the protein 
encoded by the ORF of the present invention. Alternatively, agents may be rationally 
selected or designed. As used herein, an agent is said to be "rationally selected or designed" 
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when the agent is chosen based on the configuration of the particular protein. For example, 
one skilled in the art can readily adapt currently available procedures to generate peptides, 
pharmaceutical agents and the like, capable of binding to a specific peptide sequence, in 
order to generate rationally designed antipeptide peptides, for example see Hurby et al., 
5 Application of Synthetic Peptides: Antisense Peptides," In Synthetic Peptides, A User's 
Guide, W.H. Freeman, NY (1992), pp. 289-307, and Kaspczak et al, Biochemistry 
28:9230-8 (1989), or pharmaceutical agents, or the like. 

In addition to the foregoing, one class of agents of the present invention, as broadly 
described, can be used to control gene expression through binding to one of the ORFs or 

10 EMFs of the present invention. As described above, such agents can be randomly screened 
or rationally designed/selected. Targeting the ORF or EMF allows a skilled artisan to design 
sequence specific or element specific agents, modulating the expression of either a single 
ORF or multiple ORFs which rely on the same EMF for expression control. One class of 
DNA binding agents are agents which contain base residues which hybridize or form a triple 

1 5 helix formation by binding to DNA or RNA. Such agents can be based on the classic 

phosphodiester, ribonucleic acid backbone, or can be a variety of sulfhydryl or polymeric 
derivatives which have base attachment capacity. 

Agents suitable for use in these methods preferably contain 20 to 40 bases and are 
designed to be complementary to a region of the gene involved in transcription (triple helix - 

20 see Lee et al., Nucl. Acids Res. 6, 3073 (1979); Cooney et al., Science 241, 456 (1988); and 
Dervan et al., Science 251, 1360 (1991)) or to the mRNA itself (antisense-Okano, J. 
Neurochem. 56, 560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of Gene 
Expression, CRC Press, Boca Raton, FL (1988)). Triple helix-formation optimally results in 
a shut-off of RNA transcription from DNA, while antisense RNA hybridization blocks 

25 translation of an mRNA molecule into polypeptide. Both techniques have been 

demonstrated to be effective in model systems. Information contained in the sequences of 
the present invention is necessary for the design of an antisense or triple helix 
oligonucleotide and other DNA binding agents. 

Agents which bind to a protein encoded by one of the ORFs of the present invention 

30 can be used as a diagnostic agent. Agents which bind to a protein encoded by one of the 
ORFs of the present invention can be formulated using known techniques to generate a 
pharmaceutical composition. 
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4.19 USE OF NUCLEIC ACIDS AS PROBES 

Another aspect of the subject invention is to provide for polypeptide-specific nucleic 
acid hybridization probes capable of hybridizing with naturally occurring nucleotide 
sequences. The hybridization probes of the subject invention may be derived from any of 
5 the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966. Because the corresponding 
gene is only expressed in a limited number of tissues, a hybridization probe derived from 
any of the nucleotide sequences SEQ ID NO: 1-684, or 1369-1966 can be used as an 
indicator of the presence of RNA of cell type of such a tissue in a sample. 

Any suitable hybridization technique can be employed, such as, for example, in situ 

10 hybridization. PCR as described in US Patents Nos. 4,683,195 and 4,965,1 88 provides 

additional uses for oligonucleotides based upon the nucleotide sequences. Such probes used 
in PCR may be of recombinant origin, may be chemically synthesized, or a mixture of both. 
The probe will comprise a discrete nucleotide sequence for the detection of identical 
sequences or a degenerate pool of possible sequences for identification of closely related 

15 genomic sequences. 

Other means for producing specific hybridization probes for nucleic acids include the 
cloning of nucleic acid sequences into vectors for the production of mRNA probes. Such 
vectors are known in the art and are commercially available and may be used to synthesize 
RNA probes in vitro by means of the addition of the appropriate RNA polymerase as T7 or 

20 SP6 RNA polymerase and the appropriate radioactively labeled nucleotides. The nucleotide 
sequences may be used to construct hybridization probes for mapping their respective 
genomic sequences. The nucleotide sequence provided herein may be mapped to a 
chromosome or specific regions of a chromosome using well-known genetic and/or 
chromosomal mapping techniques. These techniques include in situ hybridization, linkage 

25 analysis against known chromosomal markers, hybridization screening with libraries or 
flow-sorted chromosomal preparations specific to known chromosomes, and the like. The 
technique of fluorescent in situ hybridization of chromosome spreads has been described, 
among other places, in Verma et al (1988) Human Chromosomes: A Manual of Basic 
Techniques, Pergamon Press, New York NY. 

30 Fluorescent in situ hybridization of chromosomal preparations and other physical 

chromosome mapping techniques may be correlated with additional genetic map data. 
Examples of genetic map data can be found in the 1994 Genome Issue of Science 
(265:1981f). Correlation between the location of a nucleic acid on a physical chromosomal 
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map and a specific disease (or predisposition to a specific disease) may help delimit the 
region of DNA associated with that genetic disease. The nucleotide sequences of the subject 
invention may be used to detect differences in gene sequences between normal, carrier or 
affected individuals. 

5 4,20 PREPARATION OF SUPPORT BOUND OLIGONUCLEOTIDES 

Oligonucleotides, i.e., small nucleic acid segments, may be readily prepared by, for 
example, directly synthesizing the oligonucleotide by chemical means, as is commonly 
practiced using an automated oligonucleotide synthesizer. 

Support bound oligonucleotides may be prepared by any of the methods known to those 

10 of skill in the art using any suitable support such as glass, polystyrene or Teflon. One strategy 
is to precisely spot oligonucleotides synthesized by standard synthesizers. Immobilization can 
be achieved using passive adsorption (Inouye & Hondo, (1990) J. Clin. Microbiol. 28(6), 1469- 
72); using UV light (Nagata et al, 1985; Dahlen et al., 1987; Morrissey & Collins, (1989) MoL 
Cell Probes 3(2) 1 89-207) or by covalent binding of base modified DNA (Keller et al, 1988; 

1 5 1989); all references being specifically incorporated herein. 

Another strategy that may be employed is the use of the strong biotin-streptavidin 
interaction as a linker. For example, Broude et al (1994) Proc. Nad. Acad. Sci. USA 91(8), 
3072-6, describe the use of biotinylated probes, although these are duplex probes, that are 
immobilized on streptavidin-coated magnetic beads. Streptavidin-coated beads may be 

20 purchased from Dynal, Oslo. Of course, this same linking chemistry is applicable to coating 
any surface with streptavidin. Biotinylated probes may be purchased from various sources, 
such as, e.g., Operon Technologies (Alameda, CA). 

Nunc Laboratories (Naperville, DL) is also selling suitable material that could be used. 
Nunc Laboratories have developed a method by which DNA can be covalently bound to the 

25 microwell surface termed Covalink NH. CovaLink NH is a polystyrene surface grafted with 
secondary amino groups (>NH) that serve as bridgeheads for further covalent coupling. 
CovaLink Modules may be purchased from Nunc Laboratories. DNA molecules may be bound 
to CovaLink exclusively at the 5 f -end by a phosphoramidate bond, allowing immobilization of 
more than 1 pmol of DNA (Rasmussen et al., (1991) Anal. Biochem. 198(1) 138-42). 

30 The use of CovaLink NH strips for covalent binding of DNA molecules at the 5-end 

has been described (Rasmussen et al., (1991). In this technology, a phosphoramidate bond is 
employed (Chu et al., (1983) Nucleic Acids Res. 1 1(8) 6513-29). This is beneficial as 
immobilization using only a single covalent bond is preferred. The phosphoramidate bond joins 
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the DNA to the CovaLink NH secondary amino groups that are positioned at the end of spacer 
aims covalently grafted onto the polystyrene surface through a 2 nm long spacer arm. To link 
an oligonucleotide to CovaLink NH via an phosphoramidate bond, the oligonucleotide terminus 
must have a 5'-end phosphate group. It is, perhaps, even possible for biotin to be covalently 
5 bound to CovaLink and then streptavidin used to bind the probes. 

More specifically, the linkage method includes dissolving DNA in water (7.5 ng/|il) and 
denaturing for 10 min. at 95°C and cooling on ice for 10 min. Ice-cold 0.1 M 1- 
methylimidazole, pH 7.0 (l-Melm?), is then added to a final concentration of 10 mM 1-Melm7. 
A ss DNA solution is then dispensed into CovaLink NH strips (75 ^I/well) standing on ice. 

1 0 Carbodiimide 0.2 M l-ethyl-3^3-dimethylaminopropyl)-carbodiimide (EDQ, 

dissolved in 10 mM l-Melnv/, is made fresh and 25 ^1 added per well. The strips are incubated 
for 5 hours at 50°C. After incubation the strips are washed using, e.g., Nunc-Immuno Wash; 
first the wells are washed 3 times, then they are soaked with washing solution for 5 min., and 
finally they are washed 3 times (where in the washing solution is 0.4 N NaOH, 0.25% SDS 

15 heated to 50°C). 

It is contemplated that a further suitable method for use with the present invention is 
that described in PCT Patent Application WO 90/03382 (Southern & Maskos), incorporated } 
herein by reference. This method of preparing an oligonucleotide bound to a support involves 
attaching a nucleoside 3-reagent through the phosphate group by a covalent phosphodiester link 

20 to aliphatic hydroxyl groups carried by the support. The oligonucleotide is then synthesized on 
the supported nucleoside and protecting groups removed from the synthetic oligonucleotide 
chain under standard conditions that do not cleave the oligonucleotide from the support. 
Suitable reagents include nucleoside phosphoramidite and nucleoside hydrogen phosphorate. 

An on-chip strategy for the preparation of DNA probe for the preparation of DNA probe 

25 arrays may be employed. For example, addressable laser-activated photodeprotection may be 
employed in the chemical synthesis of oligonucleotides directly on a glass surface, as described 
by Fodor et al. (1991) Science 251(4995), 767-73, incorporated herein by reference. Probes 
may also be immobilized on nylon supports as described by Van Ness et al (1991) Nucleic 
Acids Res., 19(12) 3345-50; or linked to Teflon using the method of Duncan & Cavalier (1988) 

30 Anal. Biochem. 169(1), 104-8; all references being specifically incorporated herein. 

To link an oligonucleotide to a nylon support, as described by Van Ness et al (1991), 
requires activation of the nylon surface via alkylation and selective activation of the 5-amine of 
oligonucleotides with cyanuric chloride. 



WO 2004/080148 



PCT/US2003/030720 



107 

One particular way to prepare support bound oligonucleotides is to utilize the 
light-generated synthesis described by Pease et al, (1994) Proc. Natl. Acad. Sci., USA 91(1 1), 
5022-6, incorporated herein by reference). These authors used current photolithographic 
techniques to generate arrays of immobilized oligonucleotide probes (DNA chips). These 
5 methods, in which light is used to direct the synthesis of oligonucleotide probes in high-density, 
miniaturized arrays, utilize photolabile S-protectediV-acyl-deoxynucleoside phosphoramidites, 
surface linker chemistry and versatile combinatorial synthesis strategies. A matrix of 256 
spatially defined oligonucleotide probes may be generated in this manner. 

4.21 PREPARATION OF NUCLEIC ACID FRAGMENTS 

1 0 The nucleic acids may be obtained from any appropriate source, such as cDNAs, 

genomic DNA, chromosomal DNA, microdissected chromosome bands, cosmid or YAC 

inserts, and RNA, including mRNA without any amplification steps. For example, Sambrook 

et al (1989) describes three protocols for the isolation of high molecular weight DNA from 

mammalian cells (p. 9.14-9.23). 
1 5 DNA fragments may be prepared as clones in M13, plasmid or lambda vectors and/or 

prepared directly from genomic DNA or cDNA by PCR or other amplification methods. 

Samples may be prepared or dispensed in multiwell plates. About 100-1000 ng of DNA 

samples may be prepared in 2-500 ml of final volume. 

The nucleic acids would then be fragmented by any of the methods known to those of 
20 skill in the art including, for example, using restriction enzymes as described at 9.24-9.28 of 

Sambrook et al (1989), shearing by ultrasound and NaOH treatment. 

Low pressure shearing is also appropriate, as described by Schriefer et al (1990) 

Nucleic Acids Res. 1 8(24), 7455-6, incorporated herein by reference). In this method, DNA 

samples are passed through a small French pressure cell at a variety of low to intermediate 
25 pressures. A lever device allows controlled application of low to intermediate pressures to the 

cell. The results of these studies indicate that low-pressure shearing is a useful alternative to 

sonic and enzymatic DNA fragmentation methods. 

One particularly suitable way for fragmenting DNA is contemplated to be that using the 

two base recognition endonuclease, CvzJI, described by Fitzgerald et al (1992) Nucleic Acids 
30 Res. 20(14) 3753-62. These authors described an approach for the rapid fragmentation and 

fractionation of DNA into particular sizes that they contemplated to be suitable for shotgun 

cloning and sequencing. 
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The restriction endonuclease CviJI normally cleaves the recognition sequence PuGCPy 
between the G and C to leave blunt ends. Atypical reaction conditions, which alter the 
specificity of this enzyme (Cv/JI**), yield a quasi-random distribution of DNA fragments form 
the small molecule pUC19 (2688 base pairs). Fitzgerald et al (1992),quantitatively evaluated 
5 the randomness of this fragmentation strategy, using a Cv/JI** digest of pUC 1 9 that was size 
fractionated by a rapid gel filtration method and directly ligated, without end repair, to a lac Z 
minus Ml 3 cloning vector. Sequence analysis of 76 clones showed that CvzJI** restricts 
pyGCPy and PuGCPu, in addition to PuGCPy sites, and that new sequence data is accumulated 
at a rate consistent with random fragmentation. 

10 As reported in the literature, advantages of this approach compared to sonication and 

agarose gel fractionation include: smaller amounts of DNA are required (0.2-0.5 \ig instead of 
2-5 \xg); and fewer steps are involved (no preligation, end repair, chemical extraction, or 
agarose gel electrophoresis and elution are needed). 

Irrespective of the manner in which the nucleic acid fragments are obtained or prepared, 

15 it is important to denature the DNA to give single stranded pieces available for hybridization. 
This is achieved by incubating the DNA solution for 2-5 minutes at 80-90°C. The solution is 
then cooled quickly to 2°C to prevent renaturation of the DNA fragments before they are 
contacted with the chip. Phosphate groups must also be removed from genomic DNA by 
methods known in the art 

20 4.22 PREPARATION OF DNA ARRAYS 

Arrays may be prepared by spotting DNA samples on a support such as a nylon 
membrane. Spotting may be performed by using arrays of metal pins (the positions of which 
correspond to an array of wells in a microtiter plate) to repeated by transfer of about 20 nl of a 
DNA solution to a nylon membrane. By offset printing, a density of dots higher than the density 

25 of the wells is achieved. One to 25 dots may be accommodated in 1 mm 2 , depending on the 
type of label used. By avoiding spotting in some preselected number of rows and columns, 
separate subsets (subarrays) may be formed. Samples in one subarray may be the same genomic 
segment of DNA (or the same gene) from different individuals, or may be different, overlapped 
genomic clones. Each of the subarrays may represent replica spotting of the same samples. In 

30 one example, a selected gene segment may be amplified from 64 patients. For each patient, the 
amplified gene segment may be in one 96-well plate (all 96 wells containing the same sample). 
A plate for each of the 64 patients is prepared. By using a 96-pin device, all samples may be 
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spotted on one 8 x 12 cm membrane. Subarrays may contain 64 samples, one from each patient. 
Where the 96 subarrays are identical, the dot span may be 1 mm 2 and there may be a 1 mm 
space between subarrays. 

Another approach is to use membranes or plates (available from NUNC, Naperville, 
5 Illinois) which may be partitioned by physical spacers e.g. a plastic grid molded over the 
membrane, the grid being similar to the sort of membrane applied to the bottom of multiwell 
plates, or hydrophobic strips. A fixed physical spacer is not preferred for imaging by exposure 
to flat phosphor-storage screens or x-ray films. 

The present invention is illustrated in the following examples. Upon consideration of 
1 0 the present disclosure, one of skill in the art will appreciate that many other embodiments and 
variations may be made in the scope of the present invention. Accordingly, it is intended that 
the broader aspects of the present invention not be limited to the disclosure of the following 
examples. The present invention is not to be limited in scope by the exemplified embodiments 
which are intended as illustrations of single aspects of the invention, and compositions and 
1 5 methods which are functionally equivalent are within the scope of the invention. Indeed, 

numerous modifications and variations in the practice of the invention are expected to occur to 
those skilled in the art upon consideration of the present preferred embodiments. Consequently, 
the only limitations which should be placed upon the scope of the invention are those which 
appear in the appended claims. 
20 All references cited within the body of the instant specification are hereby incorporated 

by reference in their entirety. 

5.0 EXAMPLES 

5.1 EXAMPLE 1 

Novel Nucleic Acid Sequences Obtained From Various Libraries 
25 A plurality of novel nucleic acids were obtained from cDNA libraries prepared from 

various human tissues and in some cases isolated from a genomic library derived from human 
chromosome using standard PCR, SBH sequence signature analysis and Sanger sequencing 
techniques. The inserts of the library were amplified with PCR using primers specific for the 
vector sequences which flank the inserts. Clones from cDNA libraries were spotted on nylon 
30 membrane filters and screened with oligonucleotide probes (e.g., 7-mers) to obtain signature 
sequences. The clones were clustered into groups of similar or identical sequences. 
Representative clones were selected for sequencing. 
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In some cases, the 5' sequence of the amplified inserts was then deduced using a typical 
Sanger sequencing protocol. PCR products were purified and subjected to fluorescent dye 
terminator cycle sequencing. Single pass gel sequencing was done using a 377 Applied 
Biosystems (ABI) sequencer to obtain the novel nucleic acid sequences. 

5 5.2 EXAMPLE 2 

Assemblage of Novel Nucleic Acids 

The contigs or nucleic acids of the present invention, designated as SEQ ID NO: 1369- 
1966 were assembled using an EST sequence as a seed. Then a recursive algorithm was used to 
extend the seed EST into an extended assemblage, by pulling additional sequences from 

1 0 different databases (i.e., Hyseq's database containing EST sequences, dbEST, gb pri, and 
UniGene, and exons from public domain genomic sequences predicated by GenScan) that 
belong to this assemblage. The algorithm terminated when there were no additional sequences 
from the above databases that would extend the assemblage. Further, inclusion of component 
sequences into the assemblage was based on a BLASTN hit to the extending assemblage with 

1 5 BLAST score greater than 300 and percent identity greater than 95%. 

Table 7 sets forth the novel predicted polypeptides (including proteins), SEQ ID NO: 
1967-2564, encoded by the novel polynucleotides (SEQ ID NO: 1369-1966) of the present 
invention, and their corresponding translation start and stop nucleotide locations to each of SEQ 
ID NO: 1369-1966. Table 7 also indicates the method by which the polypeptide was predicted. 

20 Method A refers to a polypeptide obtained by using a software program called FASTY 
(available from http://fasta.bioch.vkginia.edu) which selects a polypeptide based on a 
comparison of the translated novel polynucleotide to known polynucleotides (W.R. Pearson, 
Methods in Enzymology, 1 83:63-98 (1 990), herein incorporated by reference). Method B 
refers to a polypeptide obtained by using a software program called GenScan for 

25 human/vertebrate sequences (available from Stanford University, Office of Technology 
Licensing) that predicts the polypeptide based on a probabilistic model of gene 
structure/compositional properties (C. Burge and S. Karlin, J. Mol. Biol., 268:78-94 (1997), 
incorporated herein by reference). Method C refers to a polypeptide obtained by using a Hyseq 
proprietary software program that translates the novel polynucleotide and its complementary 

30 strand into sue possible amino acid sequences (forward and reverse frames) and chooses the 
polypeptide with the longest open reading frame. 
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5.3 EXAMPLE 3 
Novel Nucleic Acids 

The novel nucleic acids of the present invention were assembled from sequences that 
were obtained from a cDNA library by methods described in Example 1 above, and in some 
5 cases sequences obtained from one or more public databases. The nucleic acids were 

assembled using an EST sequence as a seed. Then a recursive algorithm was used to extend the 
seed EST into an extended assemblage, by pulling additional sequences from different 
databases (Hyseq's database containing EST sequences, dbEST, gb pri, and UniGene) that 
belong to this assemblage. The algorithm terminated when there was no additional sequences 
1 0 from the above databases that would extend the assemblage. Inclusion of component sequences 
into the assemblage was based on a BLASTN hit to the extending assemblage with BLAST 
score greater than 300 and percent identity greater than 95%. 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), a full-length gene cDNA 
sequence and its corresponding protein sequence were generated from the assemblage. Any 
1 5 frame shifts and incorrect stop codons were corrected by hand editing. During editing, the 
sequences were checked using FASTY and/or BLAST against Genebank (i.e., dbEST, gb pri, 
UniGene, and Genpept) and the Geneseq (Derwent). Other computer programs which may 
have been used in the editing process were phredPhrap and Consed (University of Washington) 
and ed-ready, ed-ext and cg-zip-2 (Hyseq, Inc.). The full-length nucleotide and amino acid 
20 sequences, including splice variants resulting from these procedures are shown in the Sequence 
Listing as SEQ ID NO: 1-1368. 

The nucleic acid sequences of the present invention were confirmed to have at least 
one transmembrane domain using the TMpred program 

aittp:/Avw .ch.embnet.orgysoftware/T3VIPRED form.htmlV One of skill in the art will 
25 recognize that the proteins of the present invention may be utilized as either a membrane- 
bound target or a soluble protein. 

Table 1 shows the various tissue sources of SEQ ID NO: 1-684. 
The homologs for polypeptides SEQ ED NO: 685-1368 that correspond to nucleotide 
sequences SEQ ID NO: 1-684 were obtained by a BLASTP version 2.0al 19MP-WashU 
30 searches against Genpept and Geneseq (Derwent) using BLAST algorithm. The results 
showing homologues for SEQ ID NO: 685-1368 are shown in Tables 2A and 2B. 

Using eMatrix software package (Stanford University, Stanford, CA) (Wu et al., J. 
Comp. Biol., Vol. 6, 219-235 (1999), http://motif.stanford.edu/ematrix-search/ herein 
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incorporated by reference), all the polypeptide sequences were examined to determine 
whether they had identifiable signature regions. Scoring matrices of the eMatrix software 
package are derived from the BLOCKS, PRINTS, PFAM, PRODOM, and DOMO 
databases. Tables 3A and 3B show the accession number of the homologous eMatrix 
5 signature found in the indicated polypeptide sequence, its description, and the results 

obtained which include accession number subtype; raw score; p-value; and the position of 
signature in amino acid sequence. 

Using the Pfam software program (Sonnhammer et al., Nucleic Acids Res., Vol. 
26(1) pp. 320-322 (1998) herein incorporated by reference) all the polypeptide sequences 

10 were examined for domains with homology to certain peptide domains. Tables 4A and 4B 
show the name of the Pfam model found, the description, the e-value and the Pfam score for 
the identified model within the sequence. Further description of the Pfam models can be 
found at http://pfam.wustl.edu/ . 

Table 5 shows the position of the signal peptide in each of the polypeptides and the 

1 5 maximum score and mean score associated with that signal peptide using Neural Network 
SignalP VI. 1 program (from Center for Biological Sequence Analysis, The Technical 
University of Denmark). The process for identifying prokaryotic and eukaryotic signal 
peptides and their cleavage sites are also disclosed by Henrik Nielson, Jacob Engelbrecht, 
Soren Brunak, and Gunnar von Heijne in the publication " Identification of prokaryotic and 

20 eukaryotic signal peptides and prediction of their cleavage sites" Protein Engineering, Vol. 
10, no. 1, pp. 1-6 (1997), incorporated herein by reference. A maximum S score and a mean 
S score, as described in the Nielson et al reference, was obtained for the polypeptide 
sequences. 

Table 6 correlates nucleotide sequences of the invention to a specific chromosomal 
25 location when assignable. 

Table 8 shows the number of transmembrane regions, their location(s), and TMPred 
score obtained, for each of the SEQ ID NO: 685-1368 that had a TMPred score of 500 or 
greater, using the TMpred program 

(bttp://www.ch.embnetorg/software/TMPRED form.html) . 
30 Table 9 is a correlation table of the novel polynucleotide sequences SEQ ID NO: 1- 

684, their corresponding polypeptide sequences SEQ ID NO: 685-1368, their corresponding 
priority contig nucleotide sequences SEQ ID NO: 1369-1966, their corresponding priority 
contig polypeptide sequences SEQ ID NO: 1967-2564, and the US serial number of the 
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priority application (all of which are herein incorporated in their entirety), in which the 
contig sequence was filed. 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 


adult brain 


GIBCO 


AB3001 


39-40 56 68 93 








154-155 189 205 








215 221 229 245 








289-290 296 298 








305' 307 314 324 








346 362 376 384 








438 444 493 499 








502 532 563 612 








624 654 668 


adult brain 


GIBCO 


ABD003 


10 13 15 17-20 27 








29 34 40 47-49 56 








61-63 66 68 75 80- 








82 86 93-94 96 98 








102 106 137 150 








154 156-159 161 








168-169 173-174 








179 188 205 210 








212 215 221 229- 








231 243 245 290 








296 302 305 307 








313-315 319-320 








323 325 331 346 








349 352 359 362 








367 371 376 384 








420-421 428 438 








444 447 461-462 








473-474 487 493 








499 516 519 522- 








523 529 532 541 








550 563 587-588 








601 612 616 624 








627 635 643 652- 








654 660 669 672- 








673 677-678 


adult brain 


Clontech 


ABR001 


7 18 22 24 29 47- 








50 56 68 70 75 79 








112-113 152 161 








186 205-206 212 








220 230 259-262 








280 282 296 302 








346 361 376 384 








420 465 488-489 








492 518 520 587 








595 620-621 652 








660 682 


adult brain 


CI on tech 


ABR006 


7-8 10 13 16 20-21 








23 27 34 37 40 53 








56 64-65 69-70 73- 








74 79 88-89 92 100 








104-105 147-150 








160-161 170 186 








200 207 212 229- 








230 243 256 259- 








262 266 275-278 








280 282-283 287 








289-290 307 309 








314-315 317-318 








321-322 325 337- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








338 349-352 357 








359-360 364 377 








384 430 447-448 








461 466 484 499 








501 503 518 520 








530 532 542-546 








552 556 562-563 








569-571 600 607- 








616 620-621 623- 








625 628-629 641- 








642 653 660 672- 








673 677-678 682 


adult brain 


Clontech 


ABR008 


7-8 10 14 19 21 23 








25-28 30-33 37-39 








43 46-50 52-53 56- 








57 59 62-65 67-68 








73-76 86-89 92-94 








104-105 118 131- 








134 139-140 144 








147-148 150 153- 








154 160-165 170 








180 186 189 205- 








206 208-212 218- 








219 223 229-230 








232-234 236 242- 








245 249 259-263 1 








266 268 270 273 








283-289 293 298 








302 305 307-308 








313-316 318-324 








334-335 337-341 








343 346 349 351 








356 359 361-364 








367 371 377 381 








384 387-388 390 








403-404 419 423- 








425 431 435-436 








438 440-441 445- 








451 462 473-475 








484 493 498-501 








504-506 509 512 








514-522 525 527 








529-530 532 534 








543-545 550 558 








562-564 569 576 








583-584 591 597- 








599 601-602 605 








607-610 620-621 








624-625 627-628 








631-632 638-640 








652-653 660 663 








665 670-671 


adult brain 


CI on tech 


ABR011 


289 384 537 


adult brain 


BioChain 


ABR012 


26 384 607 


adult brain 


BioChain 


ABR013 


20 79 153 220 289 








384 465 526 


adult brain 


Invitrogen 


ABR014 


48-50 52 106 170 






| 230 335 384 430 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








438 501 530 536 








635 643 


adult brain 


Invitrogen 


ABR015 


20 46 106 150 153 






216 371 384 401 








461 526 643 


adult brain 


Invitrogen 


ABR016 


60 69 153 368 384- 






385 507 522 587 








654 


adult brain 


Invitrogen 


ABT004 


10 16 24 29 43 47- 






49 56 60 64 67-69 








73 79 97-98 165 








168-170 179 186 








189 205 230 242- 








247 249 259-263 








289-290 296 298 








305 308-310 314- 








315 319 329-330 








332-333 349 359 








380 384-385 387- 








388 390 428 451 








456-457 475 487- 








490 492-493 499- 








500 512 519-520 








522 529-530 587 








612 620-621 643 








654 663 665 


cultured 


Stratagene 


ADP001 


10 19-20 23 26 36 


preadipocytes 






68 70 106 116-117 






147-148 165 171- 








172 189 220 246- 








247 256 273 289 








305 316-319 329- 








330 349 351 361 








365 392 394-398 








400 423-424 428 








451 465 487 499 








507 522 529 534 








543 587 643 672- 








673 682 


adrenal gland 


Clontech 


ADR002 


10 18 25 27 29 47- 






49 52-53 56 64 73- 








75 83 87 90 100 








106 110 124 130 








137 144 160-161 








163 182 189 198 








200 202-203 208 








211-212 215 217 








220 237-241 249 








251 259-263 280 








289-293 296 317- 








319 329-331 344- 








345 359 362 371 








377 384 390 403- 








404 423-424 426 








465 499-501 507 








516 522 525 539 








570 572-573 585 








600-601 611 620- 
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TABLE 1 







TTY^F.O T Jhrnrv Name 


SEQ ID NOS: 








621 
643 
673 


623- 
660 
675 


-624 
663 


635 
672- 


auuic Heart. 


f-i Torn 


sun rim 


5 16 18 


24- 


26 34 








37 


39 46 56 


64 66- 








68 


75 77 83 


86-89 








92 


94-97 101-102 








104 


-106 


110 


134 








150 


154 


158 


-159 








162 


168- 


-170 


194- 








196 


202- 


-203 


212 








215 


224- 


-226 


229 








269 


289 


296 


302 








306 


308- 


-309 


314 








320 


323- 


-324 


331 








336 


-338 


342 


346 








356 


367 


371 


377- 








378 


384- 


-385 


390 








400 


402 


417 


-418 








421 


428 


431 


436 








438 


447 


461 


-462 








475 


479 


484 


-485 








491 


498 


501 


507 








516 


518 


522 


-525 








530 


532 


534 


541 








554 


564 


570 


572- 








573 


586- 


-587 


601 








605 


607 


610 


613- 








614 


635 


643 


652 








662 


669 


672- 


-673 


adult kidney 


GIBCO 


AKD001 


5 10 12- 


13 16 18 








20 24-26 29 


39 43 








52 54 56 62- 


-64 66 








68 71-72 


75- 


-76 83 








89-96 9E 


106-109 








112 


-114 


116- 


-117 








122- 


-126 


131 


137 








139 


155 


158- 


-159 








162 


170 


172- 


-174 








177 


183- 


184 


188 








200 


202- 


203 


205 








208 


215- 


216 


218- 








219 


229- 


-230 


245 








247 


256 


268 


272 








275 


-278 


289- 


-290 








296 


298- 


299 


302 








308 


-309 


314 


316 








319- 


-320 


323 


329- 








330 


332- 


333 


336 








350 


359- 


360 


364" 








367- 


-368 


371 


377 








384 


392- 


393 


400 








402 


420 


423- 


-424 








428 


431 


435- 


-436 








438 


444 


451 


461 








473- 


-474 


484- 


-486 








492- 


-493 


499- 


-500 








504- 


-507 


510 


516 



WO 2004/080148 PCT/US2003/030720 



118 
TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








518-519 521- 


522 








524 526 529- 


530 








532 534 537 


539 








541 567-568 


5B7- 








588 613 620- 


621 








623 631-632 


635 








643 652 654 


664 








668 672-673 




adult kidney 


Invitrogen 


AKT002 


6 8 10 14-15 17 20 








34 40 








iD ju D^t D ' 


75 80- 








on q c pp q*3 _ 


94 106 








116-117 126 


150 








154 157 162- 


•164 








168-169 188 


199 








216-219 222 


232- 








234 255-256 


271 








275-278 289 


296 








298 308 312 


317- 








319 332-333 


337- 








338 348 358 


360 








368 370-371 


384 








390 400 421 


430 








435 438 451 


461- 








462 491-493 


499- 








501 507 509 


516 








518 520 522 


524 








530 535-537 


552 








564 567-568 


580 








587 597-599 


607 








631-632 635 


643 








652 662 666 


669 








672-673 675 


677- 








679 




adult lung 


GIBCO 


ALG001 


13 22 26 63 


66 68 






75 93 106 112-114 








127-130 137 


144 








150 165 177 


230 








256 271 289 


302 








314 323 327 


337 








342-343 368 


371 








384 390 392 


-393 








421 484 488 


-489 








504-507 539 


564 








638-639 643 


661 








675 




lymph node 


Clontech 


ALN001 


13 26 33 54 


56 






128-131 135 


150 








166 173-174 


202- 








203 211 215 


-216 








256 259-262 


289 








320 327 350 


367- 








368 371 465 


507 








509 526 643 


669 


young liver 


GIBCO 


ALV001 


5 10 13 24- 


25 43- 






44 56 67-68 


71 80- 








82 89 106 110-111 








132-133 137 


154 
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TABLE 1 



Tissue Origin 



Library/RNA Source HYSEQ Library Name 



SEQIDNOS: 



adult liver 



Invitrogen 



ALV002 



168 
184 
221 
296 
371 
487 
507 
635 
666 



170 179 
205 218- 
229 275- 
302 320 
390 428 
•490 498 
525 530 
641-643 



183- 

219 

278 

367 

438 

502 

538 

651 



5 14 16 
25 37 52 
80-82 87 
98 104-1 
137 140 
183 186 
218-220 
234 249 
275-278 
295 311 
319 332- 
358-359 
371 377 
387 392 
449 451 
489 495 
522 538 
607 610 
643 666 



17 19 24- 
64 66 68 
90 93 97- 

05 132-133 

150 170 

188 215 

229 232- 

256 272 

289 294- 

312 314 

333 351 

364 366 

381 386- 

393 428 

465 487- 

498 518 

593 601 

631-632 



adult liver 



Clontech 



ALV003 



adult ovary 



Invitrogen 



AOV001 



7 18-19 
180 186 
222 249 
371 390 
495 499 
623 627 
679-680 



24 38 46 
216 220 
275-278 
427 465 
530 538 
632 666 



5 7-8 10 
18 20 25 
36 38-40 
54 56 59 
67-68 73 
87 89 92 
106-107 
116-118 
131 134- 
139-142 
154 157 
177 179 
187 189 
200 202 
206 211 
222 229 
241 245 
254-256 
267 272 
290 296 
302 305- 
311-314 
323-325 



12 
-27 
47 
61 
-76 
-94 
111 
121 
135 
150 
161 
180 
194 
203 
218 
230 
249 
259 
282 
298 
306 
316 
327 



14 16 

29 33 
-49 53- 
-62 64 

79-83 

96 98 
-114 

128- 

137 

153- 

171- 

182 
-198 

205- 
-219 

235- 

251 
-264 

289- 
-299 

308 

320 

331- 
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TABLE 1 



Tissue Origin 


T ihrarv/RNA Rniirrp 


TTVSTCO TJhrarv Name 


SEO ID NOS: 








333 


336 


342 


346- 








347 


349- 


•351 


35o 








362 


367- 


368 


371 








377 


380 


383- 


-384 








390 


392- 


•393 


400 








402 


420- 


•423 


425 








427- 


•428 


435- 


-436 








438 


444 


451 


454 








459- 


-462 


471 


473- 








A 1 A 
ft / ft 






-489 








491 


493 


498- 


-499 








501- 


-502 


504- 


-507 








511 


516 


518 


521- 








3 <i <£ 


524 


530 


532 








539 


543 


547- 


•550 








555- 


-556 


564- 


-565 








581 


587 


593 


595 








602 


605 


607 


616 








620- 


-621 


623- 


-624 








OJl 


-632 


635 


643 








652- 


-654 


660 


667- 








669 


679- 


-680 




adult placenta 




APL0 01 


1-4 


63-64 66 143 






145- 


-146 


178 


211 








216 


289 


296 


323 








351 


384 


537 


630 


placenta 


Invitrogen 




1-4 


7 51 68 


85 98 






151- 


-152 


192 


208 








215 


256 


259 


-262 








305 


319 


332 


-333 








384 


428 


499 


533 








602 


627 


654 


666 


adult spleen 


GIBCO 




7 13-14 


17 26 32 






52 54 56 63 


75 89 








106 


109 


112 


-115 








120 


135 


137 


141- 








142 


144 


154 


157 








173- 


-174 


179 


-180 








186 


205 


208 


216 








220 


-222 


229 


252 








256 


259- 


-262 


272 








279 


289 


296 


298 








302 


308 


312 


319- 








320 


337 


-338 


347 








3 64 


367 


-368 


371 








384 


400 


427 


438 








451 


459 


-461 


465 








484 


487 


500 


504- 








507 


522 


525 


-526 








530 


534 


555 


587 








593 


617 


-618 


631- 








633 


635 


638 


-639 








643 


663 


669 


675- 








676 


679 






adult testis 


GIBCO 


ATS001 


5 10 19 29 39 64 
68 93 100 106 116- 
117 137 145-146 
150 153 172 175- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


ID NOS: 










176 


181- 


182 


198 








202 


-203 


229 


249 








256 


267 


289 


296 








298 


302 


305 


307- 








308 


314 


316 


323 








331 


356 


359 


362 








364 


371 


384 


402 








426 


438 


451 


485 








500 


507 


518- 


•519 








591 


597- 


599 


619- 








621 


643 


654 


662 


adult bladder 


Invitrogen 


BLD001 


5 10 26 


51 65 68 






84 


39 93 


131 175- 








176 


211 


256 


259- 








262 


267 


289 


314 








317 


-318 


332- 


•333 








351 


383- 


384 


395- 








398 


423- 


424 


426 








499 


501 


522 


525 








580 


593 


643 


661 








682 








bone marrow 


Clontech 


BMD001 


5 7 


30-31 34 37 40 








47-49 54-56 


62 68 








75-80 83 93 


96 100 








131 


136 


147- 


•148 








150 


158- 


159 


163 








165 


172 


177 


198 








204 


206 


211 


216 








229 


289 


302 


308 








316 


319- 


320 


324- 








325 


337- 


338 


350 








358 


364 


367- 


•368 








371 


400 


422 


428 








438 


452 


454 


461 








478 


484 


487 


491 








499 


-502 


507 


509- 








510 


520 


530 


536- 








537 


541 


543 


554 








587 


624 


638- 


-639 








643 


651- 


652 


654 








667 


-669 


672- 


-673 


bone marrow 


GF 


BMD002 


7-8 


12 14 17 20 25 








27- 


28 32-33 


37 43 








52 


57 63-64 


66-68 








77 


B7 100 102 106- 








107 


112- 


114 


116- 








118 


120 


131 


136- 








137 


144 


147- 


-148 








150 


-153 


157- 


■159 








163 


172 


179 


199 








206 


215- 


•216 


222 








256 


259- 


263 


268 








272 


275- 


•278 


286 








289 


298 


302- 


-303 








305 


308 


317- 


•318 








325 


337- 


338 


341 








343 


347- 


•348 


368 








371 


390 


400 


427- 
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TABLE 1 



l issue Origin 


jjiDrary/KTN A source 


xix oil/ juiDrary iNanie 


















4*55 437 444 451 








461-462 488-489 








491-492 499 501- 








502 504-507 509 








511 516 520 525- 








526 530 537 543 








554 558 560-561 








585 587 595 600 








610 623 629 631- 








633 635 638-640 








643 667-669 672- 








673 679 


Done nidi: i <jw 




BMD004 


507 522 


UUIlfcr UlcLX X UW 




BMD007 


368 504-506 672 


^Mixture on ib 


various vencioxrs 


V.UUU J. u 


99 1 "32-133 165 


tissues - mRNA 














OQH OQQ one o *i c 
jUo j jo 








T^ft "3nn An9 

jOO jOU *kU*S fiZJ" 








AOA ^flQ tZZLCi CR£ 
ft<6*i DUr? jjD dod 






— 


DJ.U 


♦Mixture of 16 


Various Vendors 


CGdOll 


TO /4 O 1 c*2 1 CQ_1 CQ 
£^ 13J ±DO w J.Oi7 


tissues - mRNA 






l/o ZiJ-zl^ Z^j 








24/ 467 526 537 








3/Z-D/3 b /5 


♦Mixture of 16 


Various Vendors 


CGd012 


5 14 18 21 24 31 


tissues - mRNA 






33 35 39 42 44 46 








51 53 58 61-62 70- 








72 75 80 84-85 90 








92-93 96 98 100- 








103 127 131 144- 








146 153-154 157 








160-161 163 165 








168-169 175-176 








178-179 183 185 








189 193 200 218- 








219 221 22y 232- 








234 245 247 256 








oco n /rn tjc 0*70 
259-262 275-278 








280 289-292 298 








300-301 308 311 








317-318 325 335- 








338 342 344-347 








349 352 355-356 








359-360 368 370- 








375 380 384-386 








388 391 394-399 








401-402 405-407 








410 412-413 419 








428 450-451 464 








467-469 471 504- 








507 512 516 518 








524 526 532 537 








541 545 547-549 








554 556 563-564 








572-573 586 590- 








591 600 602 605 








623-625 627-628 



r 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








652 654 659-660 








664 667 670-671 








676 682 


♦Mixture of 16 




CGd013 


56 58 61-62 70 131 


tissues - mRNA 






160-161 163-164 








193 247 290 311 








345 348 360 368 








370 394-398 512 








537 556 660 682 


*M-i vt-n-ro nf 1 6 

"WIALUIC VJi_ Xv 


Var"i mis Vendors 


CGd015 


1-5 8 14 17 52 59 


tissues - mRNA 






68 87 215 228 259- 








262 272 275-278 








289 309 371 377 








392-393 400 402 








420 446-447 451 








492 498 504-506 








514 521 537-538 








588 620-621 637 








643 654 672-675 


♦Mixture or lb 


VaiiUUb VcIlUUio 


LuU V X U 


10 14 19 24-28 33 


cis sues - 






57 65 70 76 112- 








114 121 131 151- 








153 163 183 206 








218-219 325 328 








332-333 394-398 








415 440-441 488- 








489 trnn ciq 518- 

*tO«7 JUU JXV — 1 X L> 








^20 532 569 590 








641-643 653 662- 








663 668 671-673 








682 


: 

adult colon 


invi Liuycu 


V.» 1 II V w V X 


5 10 14 29 35 47- 








50 56 112-114 135 








175-176 179 220 








230 254 256 289- 








290 308 332-333 








343 368 371 385- 








386 415 427-428 








436 465 498 510 








518 534 572-573 








580 597-599 607 








643 651 661 663 








669 


— _ 

adult cervix 


BioCnam 


LvAUUl 


7 in 14 16 18 20 

/ X \s X XO X U A \J 








21-26 30-31 40 47- 








cifi 62 66 70 71- 








76 83 85 87 89 93- 








94 97 103 106 126 








131 137 141-142 








144 147-148 154 








175 177 179 182 








188-189 197-198 








202-203 206 211 








221 229 245 249 








259-263 267 282 








287 289 296 298 








302 305 308 314 








320 323-325 329- 
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TABLE 1 



Tfc«ne OHcrin 


Library/RNA Source 


HYSEQ Library Name 


SEQIDNOS: 








333 350 356 358 








362 367-368 371 








377 382 384 390 








400 438 451 454 








459-460 462 465 








484 487-490 492- 








493 499-502 507 








516 522 524-525 








530 532 534-535 








541 550 555 572- 








573 580 587 602 








605 610 613-614 








616 623-624 626 








628 643 652 661 








663-664 668 680 








682 


ai apnray m 


±J JL KJ i let -LI I 


DIA002 


93 134 308 402 


endothelial 


Otia L cty criitr 


EDT001 


7 10 12 17 19 23 


cells 






29 34 36 39 52 54 








56 63-64 66 68 75 








80-84 86-89 92-93 








95-97 106-107 116- 








117 127 131 137 








139 147-148 150 








154 157-159 168- 








169 172 179 182 








192 198-199 202- 








203 208 211 215 








217 220-221 230- 








234 249 254 256 








259-262 264 270 








272 289-290 296 








298 313-314 316 








320 323-324 348- 








350 364 367 371 








376-377 390 392 








430 435 438 445- 








446 465 473-475 








484 487-489 492 








498-499 502 504- 








507 510 518 522 








524 532 541 543 








552 554-555 587- 








588 595 602 610 








631-632 643 651- 








654 662 668-669 








672-673 


fetal brain 


Clontech 


PBR001 


8 24 54 56 59 69 








88 229 384 428 








440-441 541 628 








671 


fetal brain 


Clontech 


FBR004 


20 53 160-161 170 








293 385 461 530 








605 620-621 654 








660 


fetal brain 


Clontech 


FBR006 


7-8 10 15 18-19 








24-26 29 33 46 53 








56 59 62-64 66 68 



f 
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TABLE 1 



Tissue Origin 



fetal brain 



Iibrary/RNA Source HYSEQ Library Name 



Clontech 



FBRs03 



SEQ ID NOS: 



70 73 7£ 


84 


87 131 


140. 


147- 


148 


155 


163 


165 


170 


179- 


180 


189- 


190 


208 


211 


218- 


219 


229- 


230 


232- 


234 


236 


245 


249 


259- 


-262 


267 


284- 


287 


293 


298 


305 


308 


313- 


314 


316- 


319 


322 


324 


337- 


338 


343 - 


346 


350- 


•351 


354 


359 


-362 


376 


380- 


381 


384 


387- 


-398 


403 


-404 


423- 


-424 


428 


431 


435 


438 


440 


-441 


445 


-447 


451 


462 


473 


-475 


4 84 


492 


498 


-501 


504-507 


509 


512 


516 


518- 


•519 


521- 


522 


529-530 


532 


541 


543 


550 


554 


558 


566 


568 


-570 


576 


591 


597 


-599 


603 


605 


607 


-609 


623 


-625 


627 


-632 


640 


643 


652 


-653 


662 


-663 


665 


667 


671 


-673 


675 


682 



17 371 



fetal brain 



Invitrogen 



FBT002 



7 10 29 43 47-49 
52 60 64-65 67-68 
79 83 86 92 94 131 
139-140 168-169 
180 202-203 205 
218-219 230 242- 
243 259-262 289 
296 298 302 305 
307 319 329-330 
332-333 364 380 
390 392-393 451 
473-474 484 492 
499-500 518 520 
537 553 607 619 
643 654 



fetal heart 



Invitrogen 



FHR001 



8 14-15 20 24-26 
34 37 39 46 53 56- 
57 60 63 70 75 80- 
82 96-98 101 106 
120 127 131 134 
153 161 168-169 
171 180 202-203 
216 229 236 266- 
267 289-290 303 
305 308 314 316 
325 344-345 356 
358-359 363 366 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ED NOS: 








371 384 392-393 








395-398 400 402 




• 




419 422 431 434 








436 438 451 453 








461-462 478 484 








500 504-506 518 








522 525-526 530 








535 537 539 541 








550 570-573 586- 








588 590-591 597 








601 605 610 613- 








614 626 630-632 








640 643 652 669 








672-673 675 682 


fetal kidney- 


Clontech 


FKD001 


26 62 96 106 115 








150 153 217-219 








259-262 289 308 








323-324 350 371 








428 435 507 522 








537 643 


fetal kidney 


Cl on tech 


PKD002 


46 54 64 68 85 








107-108 126 131 








155 158-159 163- 








164 167-169 188 








224-226 229 232- 








234 236 245 282 








284-285 289-290 








293 298 340-341 








343 350 370 417- 








418 431 436 438 








461 484 499-500 








516 518 532 567- 








568 572-574 589 








596-599 613 624- 








626 628 640 671- 








673 


fetal kidney- 


Invitrogen 


FKD007 


227 


fetal lung 


Clontech 


FLG001 


25 40 56 75 93 106 








112-114 131 229 








316 428 436 484 








499 572-573 623 


fetal lung 


Invitrogen 


FLG003 


5 7 10 16 22 25-26 








44 47-50 57 75 79 








102 106 148 157 








175-176 189 191 








256 259-262 314 








356 359 371 384 








399-400 423-424 








428 430 451 488- 








490 500 504-507 








518 529-530 534 








539 550 556 620- 








621 


fetal lung 


Clontech 


FLG004 


305 


fetal liver- 


Columbia 


FLS001 


1-5 7-8 10 12 14- 


spleen 


University 




17 19-20 24-27 29- 








54 56-57 62-64 68 








71 75 80-83 85 87- 
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TABLE 1 



Tissue Origin 


JUDrary/KlNA source 


rizoJc*y JL/iDrary IName 


SEQIDNOS: 








97 


99-100 104-107 








109 


-110 


131 


137 








141 


-142 


150 


-153 








155 


168- 


-169 


177- 








180 


183- 


-184 


188 








19B 


200 


202 


-203 








205 


208 


212 


215- 








220 


222 


229 


245 








251 


-252 


256 


-262 








264 


267 


271 


-273 








275 


-279 


289 


-290 








296 


298 


302 


306 








308 


314 


316- 


-318 








320 


324- 


-325 


331- 








333 


337- 


-338 


349- 








352 


359 


364 


366- 








368 


371 


377 


383 








3B6 


-387 


390 


392- 








393 


400- 


•401 


403- 








4 04 


420- 


-421 


423- 








424 


428 


434- 


-435 








438 


440- 


441 


445- 








446 


451 


455- 


-457 








459 


-462 


475 


479- 








481 


484 


487 


491- 








492 


498- 


507 


510- 








511 


516 


518 


521- 








524 


526 


530 


533 








536 


-538 


541 


543 








550 


554- 


556 


558 








588 


593 


595- 


-598 








601 


-602 


605 


607 








610 


613 


620- 


-621 








623 


-624 


629 


634 








641 


-643 


651- 


-652 








667 


-668 


671- 


-673 








675 


681 






fetal liver- 


Columbia 


FLS002 


2-5 


7-8 


10 12 14- 


spleen 


University 




17 19 24 


26- 


-27 34 








36 3B 40-42 


44 47- 








49 52-54 


56- 


-57 62 








64 66 68 


71 


75-76 








80-83 85 


-86 


88-89 








91-93 96 


98- 


-100 








106 


-108 


110 


112- 








113 


115- 


117 


128- 








131 


135 


137 


139- 








142 


150 


153 


157- 








159 


163 


171- 


-174 








179 


183- 


184 


186 








188- 


-189 


192 


198 








200 


202- 


203 


206 








208 


212 


216 


218- 








220 


229- 


230 


236- 








241 


245 


249 


252 








256- 


-262 


275- 


■279 








290 


294- 


295 


298 








3 02 


305- 


306 


308 
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TABLE 1 



x issue ungin 


jjiurary/KiiA source 


niofivj LriDrary name 


CPA m NOQ» 








o t o oi yi lie O o A 
312-314 ilb-JzU 








O O <1 IOC OOO T3C 








in OOQ "JAO 'J/»Q_ 

337-338 342 349- 








OCO OCO TCf) 0C£ 

3bU jo /-jdu joo- 








t ^ o o o e no ion 
368 376-379 38/ 








Ton a (\r\ i 1 q 








>i o e /i O Q /I O A A O C 
426 42o 434 43b 








vi o o a a a A A 1 ji^j 
438 44U-44J. 444 








A C C A CO / CO ii O 

4b6-4b / 4b9-4bZ 








VI O O < Q1 4 oi A Q C 

478 481-482 48b- 








/l O O /lOO /I qq CAT 

492 498-499 501 








bU4~bUb 3Uo-Ou3 
























C "3 O CAO CCA ccc 
b3 / b43 OD4-DDD 








C£A CQ1 CQ1 CQQ 

bb4 ool bo /-boo 








CQC CQ7 CQQ CA1 

b9b b9 /-b9o bUl 








c a c ci a ci o con 
bUb blu bl3 oZU- 








COI CTJ C1C COO 








COQ CO 1 COO COA 

bZ9 b31-b3Z b34 








C/11 ca o cci ceo 
o4JL-b43 bbl-bbZ 








CCI CCC CCO C O "1 

662 666-668 671- 








»"7 n C /— (i 

673 67b 683 


fetal liver- 


Columbia 


FLS003 


2-5 14 18 20 24 26 


spleen 


University 




44 62 64 68 80-83 








88 93 99-100 106 








137 153 157 163 








TOO TOO OOO OOO 

183 197 222 229 








oic O a c occ ooc_ 
ZJb -44b Zbb z/d- 








OOO OOO OOO "5 A C 

278 289 298 306 








O ^ C O 1 O O O 1 OOO 

315-318 331 337- 








•joo o/ic oca oca 
338 346 3b0 3b9 








OCC OOT /II O /I O A 

3bb 3 /l 4J.9-4ZU 








A O Q A O C /IIO /I Q1 

42a 43b 438 491- 








/ioo c a o cm cio 
492 bUZ bU/ bl8 








con COO COA COQ 

b21-b22 b3U b3o 








C A o ccc ccc COO 
b43 bbb-bbb b93 








COO CO/I ceo ceo 

623-624 6b2 66/ 




. 




COO COO COQ 

b/2-b/j b/9 


fetal liver 


Invitrogen 


T3T Trn m 
Fli V 001 


C TA O >I /I C CO CA 

b 1U Z4 4b b2 b4 








CO CO ICO ICO ICQ 

6/-68 lb/ 168-169 








1 O A OAO OAO 111 

180 202-203 211 








o*ic oto 1 1 n ooo 
216 218-219 222 








OOO 0<i1 occ oco 

237-241 256 259- 








262 272 275-278 








O 1 O OtO *> Ol *5 O Jf 

317-318 321 324 








332-333 342 347 








351 371 401 421 








428 434 451 488- 








490 498 593 623 








643 679 


fetal liver 


CI on tech 


FLV002 


10 24 140 153 170 








230 249 256 275- 








278 284-285 325 








358 366 392-393 








500 518 538 576- 








577 613 623 641- 








642 666 



i 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


Jti Yoli»vJ J-Jorary rN ame 




fetal liver 


Clontech 


TIT TTA A A 

FI»V004 


C 1 O 1/ TD Ort 

3 J..3-J.4 ±o ZU Z4 








JO 4b — 3v DO OJ-O^fc 








c o t c i nn i no t 
bo /3 J.UU lUb 








TAD IK 1TQ 1 O O 








140 144 147-14o 








t *7 n 1 Tl OTO O "1 O 

170-172 218-219 








91£ 9C.£ OCQ_OCO 








Q7E_97Q OTO ^9*? 

JL* I -J 1 G O J- O J ~J 








nor ooo / n 
3 Z3 O^sl?- JO U .34 U - 








Ovil ici ■jni 








"3 on /IOQ ATI A "3 c 
iyU 4ZO 4JO 








/i o o /J ^ n >t/T /I c o 
4oo 44U-441 433 








vl C "1 /ICO / QQ A Q Q 








etq con C3*7 C"3Q 
3lO 3iU 3J /-330 








cyl O cnn CQQ COO. 

30/-300 OZ3 








COO COO COO COQ 








C/l O CCT ceo ceo 
b4J b3J.-b3Z bb«fi 








ccc coi <C70 


fetal muscle 


Invitrogen 


micnni 

r IVlJb U U JL 


c -i c OA-OC £4 Q"3. 
3 J.O (O - Or± -J 








inn -i a a -1 iT O ICO 

139 144 loo-lby 








171 175-17b lol 








1 A O Of\0 OTO OTQ 

202-203 212 21o- 








1 1 O ICC OOO Oflrt 

219 256 2o9-2b?0 








r« «r oAft OIO O T Q 

296 298 317-318 








349 356 364 371 








377 380 392-393 








402-404 427 444 








51B 523 554 586 








623 661-662 


fetal muscle 


Invitrogen 


FMS002 


6 15-16 21 26* 29 








37 41 52 57 75 87 








96 101-102 106 








116-118 131 158- 








159 167-169 171 








180 189 256-258 








272 289-290 293 








ooo one ono oic 
zyy oUb jUo j±o 








O00_ooo 040 

Jii JJJ 3*43 








tj c n oco one oon 
351 353 35b 3oU 








ooo ooo /inn >t no 
3oZ 3oo 4UU 4UZ 








yt"11 /I 1 C >|1 O /IOQ 

411 416 419 428- 








yi ftfl /inn /| pi >IOO 

429 431 453 499 








c 1 c coi coc con 

516 522 5<so 53U 








532 541 543 550 








CCC cro C*70 

563 565-568 572- 








r~ ^ CO/I CO<? C r\"5 

573 584 586 603 








613 623 643 662- 








663 


fetal skin 


Invitrogen 


FSK001 


5 7-8 10 14-17 20 








23 25-26 29 36-37 








39 41 46 51 53 68- 








70 80-82 84 86 90 








92-93 96 111 127- 








130 132-133 141- 








142 147-148 151- 








152 158-161 163- 








165 173-174 202- 








203 205-207 218- 
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TABLE 1 



Tissue Origin 



Library/RNA Source HYSEQ Library Name 



SEQ ID NOS: 



1 1 A 

zzu 


11 A 


_ 1 1 c 
~ ZZo 


HQ 

ZZ)p- 


i *> n 


1 AC 


1 KA 
Z D^t 






z oy 


-290 


296 


TOO 

29o 


302 


30b 


3Uo- 


■3 A O 


3±;> 


-316 


319 


324- 


-325 


327 


358- 


359 


3 64 


369 


371 


388 


392 


-393 


400 


405- 


•413 


417- 


-418 


436 


438 


440- 


-441 


451 


458 


-465 


467- 


472 


476 


487 


492 


499 


518 


-520 


525 


530- 


532 


547- 


•549 


558 


564 


571 


580 


583 


591 


607 


610 


617- 


618 


620- 


-621 


623 


627 


643 


652 


659- 


663 


671- 


-673 


680 


682 







fetal skin 



Invitrogen 



FSK002 



5 10 16 18 
26 36-37 39 
52-53 56 61 
70 80-83 87 
100 130-131 
158-159 162 
168-169 182 
193 201 220 
226 229 235 
245 249 254 
262 289-290 
298 302 316 
325 331-333 
340-341 350 
361 363-364 
390 392-398 
403-404 408 
411 417-418 
428 431 436 
441 451 453 
464-465 467 
476 478 484 
502 504-506 
516 518 521 
530 532 541 
547-549 556 
565 568 587 
591 593-594 
598 613-614 
624-625 629 
632 637 640 
652 662 667 
671-673 681 



20 23- 
41 46 
65 68 
94 96 
148 
164 
188 
224- 
-241 
257- 
293 
318 
335 
359 
371 
400 
-409 
422 
440- 
.462 
471 
499 
512 
-522 
543 
564- 
589- 
597- 
616 
631- 
643 
669 
682 



fetal spleen 



BioChain 



FSP001 



26 87 371 461 667 



umbilical cord 



BioChain 



FUC001 



5 18 20 26 40 47- 
49 70 72 83 86-87 
93 96 106 110-111 
116-117 124 126- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


rLYblLQ Library IName 


CI? /"I 


IDNOS: 










127 


134 


144 


152- 








153 


155 


157 


-159 








161 


165 


171 


182 








206 


218- 


-219 


224- 








226 


229 


243 


247 








249 


256 


259 


-262 








289 


296 


298 


303 








305* 


-306 


308 


314 








316 


325 


332 


-333 








337- 


-338 


344 


-345 








349 


352 


359 


364 








371 


394- 


-398 


400 








417- 


-421 


427 


431 








436 


438 


453 


473- 








474 


477 


479 


499- 








500 


507 


512 


522 








525 


535 


537 


565 








593 


595 


613 


620- 








621 


623- 


-624 


637 








643 


653- 


-654 


660- 








661 


668- 


-669 


682 


fetal brain 


GIBCO 


HFB001 


5 10 18- 


-21 27 34 








38-40 47-49 


52 56- 








60 62 64 66- 


-70 72- 








76 80 83 86 


92-93 








134 


139 


141- 


-142 








149- 


•150 


155 


170 








172 


179- 


-180 


185- 








186 


188 


202- 


-203 








205 


207 


209- 


-212 








216 


229- 


-230 


256 








286- 


-287 


289 


294- 








296 


298 


314 


319- 








320 


323 


325 


337- 








338 


346 


350 


357 








367 


371 


376 


381 








384 


420 


436 


438 








444 


447 


454 


459- 








462 


475 


484 


487 








492- 


4 93 


499- 


-500 








507 


518- 


519 


522 








529- 


530 


532 


534 








541 


543 


563 


570- 








571 


580 


597- 


-598 








601 


607 


616 


619- 








621 


623- 


624 


643 








653- 


654 


662 


664 








668 


671- 


673 


675 








677- 


678 


682 




macrophage 


Invitrogen 


HMP001 


18 2 


6 43 


64 


118 








144 


179 


211 


245 








329- 


330 


347 


371 








427 


435 


461 


502 








530 


537 


620- 


621 








635 


638- 


639 




infant brain 


Columbia 


IB2002 


7 14 


16- 


17 21 23 




University 




25-2 


6 29 


40 


47-50 








56-5 


7 59 


-60 


64 67- 



WO 2004/080148 PCT/US2003/030720 



132 
TABLE 1 





T.ihrnrv/RNA RnnrCG 

Xji-tJl «tl Y f AVI yr\. JUUl 


HYSEO Librarv Name 


SEQ 


IDNOS: 










68 


70 72 


-74 


79 83 








88 


91-92 94 


98 103 








115 




1^7 
JL.5 / 


139 








150 




ICC 
IjD 


158- 








159 


1 CI - 




173- 








174 


JLoZ 


-LO O 


188- 








189 




z uz - 


•203 








205 




0"3_ ft 


245 








259 




Zb 4 


268 








280 


n q c 
Z OD 


z o y 


296 








298 


one 


■JU/- 


-308 








313 


*3 1 C 


jiy 


322- 








324 


JZO 


o "a ji 
jjt 


346- 








347 


"3 A Q 


■3C1 

jj JL 


359 








363 


-jd4 


"3 C7 

Jb / 


371 








376 


-"3. 77 




420 








431 


436 


438 


444 








447 


-449 


451 


453 








461 


-462 


479 


487 








492 


498- 


501 


504- 








506 


516 


519 


522 








529 


-530 


537 


541 








543 


545 


556 


564 








572 


-573 


588 


592- 








593 


597- 


598 


600 








604 


-605 


607 


610 








619 


622 


624 


627- 








628 


643 


652- 


-654 








660 


663 


674- 


•675 








682 








— ■ r" ; 

infant: brain 


LOIUUlDld 


Trio nm 


7 10 16 


19-20 25 




University 




29 35 43 


46- 


•50 56- 








57 59-60 64 


68 70 








79- 


32 Bl 


92 


106 








139 


150 


158- 


•159 








162 


-163 


165 


173- 








174 


181 


186 


189 








202 


-203 


205 


210- 








214 


229- 


230 


245 








256 


259- 


263 


289- 








290 


298 


305 


307- 








308 


314- 


315 


319 








322 


328 


334 


337- 








338 


347 


349 


351 








359 


364 


371 


380 








385 


428 


436 


438 








444 


447 


449 


451 








462 


475 


484 


487 








492 


-493 


498- 


•502 








519 


522 


529- 


•530 








532 


537 


540 


550 








556 


593 


602- 


•605 








607 


616 


622 


627 








631 


-632 


643 


652- 








654 


663 


672- 


•673 








682 








infant brain 


Columbia 


IBM002 


47- 


50 84 


151-152 




University 




157 


188- 


189 


209 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


ID NOS: 










289 


390 


423- 


424 








453 


628 






infant brain 


Columbia 


IBS001 


10 16 2S 


46- 


50 56 




University 




58 67 78 


80- 


82 156 








163 


186 


259- 


262 








285 


305 


315 


334 








349 


452 


488- 


489 








522 


532 


540 




x uiiy / 


S t ra t aaene 


LFB001 


5 7 


16 19 40 54 56 


f-5"h-rrVhl act- 






si- 


52 68 


83 


93 106 








ne 


121 


137 


172 








191 


198 


205 


223 








256 


289 


325 


329 








349 


371 


400 


438 








484 


501- 


502 


507 








518 


522 


525 


532 








541 


610 


631- 


•632 








643 


651 


669 




— " 

1 ung t umoi* 


xxi v x ux uycii 


LGT002 


5-7 


10 15-16 18-19 






26 29 34 


-36 


38 40- 








41 46-50 52 


56 59 








64 


58 7E 


86 


89 91- 








96 


L03-106 112-114 








116 


-117 


120 


128- 








i in 

XJ u 


135 


141- 


•142 








144 


147- 


148 


150 








154 


-155 


157- 


•159 








162 


-164 


172- 


■174 








179 


-180 


190- 


■192 








198 


202- 


203 


208 








215 


220- 


221 


223 








229 


236 


249 


255- 








258 


263 


271 


275- 








278 


284- 


285 


291- 








292 


296 


302 


309 








314 


316 


319 


323 








327 


331 


342 


349- 








351 


353 


358 


364 








368 


-369 


371 


390 








392 


-393 


399- 


•400 








420 


-421 


427 


431 








436 


438 


444 


453- 








454 


459- 


462 


465 








470 


484 


486 


488- 








492 


499- 


500 


502 








507 


511 


518 


522 








525 


-526 


530 


537 








539 


543 


550 


580 








597 


-599 


605 


623- 








625 


627 


637 


643 








652 


661- 


662 


665- 








666 








lymphocytes 


ATCC 


LPC001 


13 


16 18 20 


27 43 






47- 


49 54 62- 


-64 66- 








68 


80 87 90 


96 98 








115 


118 


120 


131 








144 


163 


202- 


•203 








211 


252 


256 


259- 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










262 


265 


290 


296 








308 


324- 


325 


347 








350 


358 


371 


377 








384 


400 


420 


428 








436 


462 


467 


470 








483 


-487 


499- 


-502 








504 


-507 


509 


518 








522 


525 


530 


543 








545 


550 


588 


600 








605 


607 


624- 


-625 . 








633 


635 


643 


645 








654 


669 


672- 


-673 








675 








leukocyte 


GIBCO 


LUC001 


10 


16 18 24 


34 38- 








40 


43-44 47- 


-50 52 








54- 


57 62-64 


66 68 








78 


BO-82 86- 


-89 93- 








94 


98 106 109 111- 








120 


131 


134 


137 








139 


144 












154 


163 




1 77 








179 


186 


XOJ7 


JL Z> O 








202 


-203 












218 


-219 


221 


229 








236 


247 


249 


252 








256 


259- 


264 


270 








275 


-278 


9 ft 9 - 


-290 








298 


302 


305 


308 








315 


317- 


318 


323 








325 


328 


337- 


-338 








342 


347 


350 


358 








364 


368 


371 


390 








392 


-393 


421 


427- 








428 


430 


433- 


-435 








437 


-438 


440- 


-441 








444 


451- 


452 


454 








461 


475 


484- 


-487 








491 


493 


498- 


-500 








502 


504- 


507 


509 








518 


-519 


522 


525- 








526 


530 


535 


541 








543 


550 


555 


586- 








588 


597- 


598 


605 








607 


610 


620- 


-621 








624 


627 


631- 


-633 








638 


-639 


643 


652 








654 


668- 


669 


672- 








673 


675- 


676 




leukocyte 


Clontech 


LUC003 


20 47-4S 


52 


56 100 






112 


-114 


198- 


-199 








314 


337- 


338 


348 








371 


438 


484 


502 








530 


537 


602 


633 








643 








melanoma from- 


Clontech 


MEL004 


14 25 34 


47- 


■49 56 


cell-line-ATCC- 






64 66 83 


92 


106 


#CRL-1424 






111 


131 


134 


137 








139 


150 


162 


173- 
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TABLE 1 



jl issue \j rig i ii 


T.ihrnrvARNA Sniirrp 

JuJUI am j 1 l r\. OU 111 V.C 


HYSEO Librarv Name 


SEQ 


1DNOS: 










174 


189 


192 


210 








229 


249 


259 


-262 








290 


321 


337 


-338 








350 


364 


371 


392- 








393 


438 


440 


-441 








444 


475 


493 


499 








507 


554 


587 


643 








651 


667 


669 


671 


T J 

mammary gland 


x nvi u rogen 




5 7 


10 


16-17 19 25 








46- 


53 56 64 


68 70 








79- 


82 85-86 


89 92- 










98-1 


DO 106 121 








127 


137 


139 


-142 








144 


150 


-152 


158- 








icq 


161 


-164 


180 








189 


192 


-193 


198 








202 


-203 


205 


-206 










218 


-220 


230 








245 


249 


252 


259- 










267 


270- 


-272 








275 


-278 


289- 


-290 










302 


3 05 


308 








313 


315 


319 


324 










-330 


336 


346 








349 


351 


355- 


-356 








■3CQ 
~> D Z? 


364 


368 


370- 








T71 
O / X 


377 


384 


390 








392 


-393 


421 


425 








427 


-428 


436 


444 








451 


455- 


-460 


462 








465 


473- 


-474 


487 








492 


499 


502 


507 








516 


518 


524- 


-526 








529- 


-530 


533- 


-534 








539 


543 


583 


590 








592 


602 


605 


613 








623 


627 


631- 


•632 








643 


646 


660 


677- 








678 


682 






-i nrlnr^or^ npnrnTi- 
IIIUULcU XJCUlUli 


OLic* u oy cue 


NTD001 

11 X J-' V V -L. 


17 20 23 68 


79 89 


cell s 






153 


155 


181- 


-182 








212 


218- 


-219 


235 








298 


346 


352 


358 








376 


438 


478 


484 








488 


-489 


492- 


•493 








499- 


-501 


541 


570 








619 


627 


643 


662 








672 


-673 






retinoic acid- 


Stratagene 


NTR001 


7 23 56 


68 70 131 


induced- 






186 


189 


213- 


-214 


neuronal - cell s 






290 


293 


342 


461 








499 


504- 


-506 


530 








601 


-602 


607 


682 


neuronal cells 


Stratagene 


NTU001 


7 29 42 


68 70 84- 








85 92 131 140 147- 








148 


202- 


-203 


259- 








262 


305 


316 


319 








336 


371 


395- 


•398 
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TABLE 1 



Tiwne Oritrin 


Library/RNA Source 


HYSEQ Library Name 


SEQ 


IDNOS: 










461 


4 93 


499 


502 








537 


550 


553 


592 








652 


672- 


-673 


682 


pitulLdry yj-diJiu. 




PIT004 


2-4 


47-49 56 68 72 








93 


137-138 


L41-142 








150 


154 


158 


-159 








177 


182 


192 


221 








229 


272- 


•273 


290 








29B 


308 


316 


325 








329 


-331 


342 


346 








356 


360 


436 


459- 








460 


462 


473 


-474 








484 


504- 


507 


524 








532 


534 


541 


543 








564 


623 


631 


-632 








635 


643 


662 




placenta 




Jr JuiAU u j 


1-5 


7 12 26 


37 41 






53 


54 75 85 


87 96 








106 


-107 


112 


-114 








131 


151- 


152 


157 








223 


236 


256 


-262 








303 


306 


316 


335 








350 


-351 


359 


371 








400 


428 


431 


435 








438 


445- 


446 


462 








499 


502 


516 


520 








530 


532 


537 


543 








550 


556 


565 


579 








587 


594- 


•595 


626 








635 


638- 


639 




pi USUQLC 


Clontech 


PRT001 


20 25 56 173-174 






205 


250 


256 


280 








284 


-285 


299 


302 








309 


320 


323 


-324 








331 


342 


349 


362 








367 


384 


386 


392 








400 


415 


438 


484 








498 


507 


524 


532- 








534 


590 


620 


-621 








623 


631- 


632 


654 








677 


-678 


680 




X CL.LU1U 


Tnvi t roaen 


REC001 


7 10 20 


47-50 52 








85-87 89 109-110 








126 


128- 


130 


157 








163 


170 


173 


-174 








177 


205 


220 


229 








256 


259- 


262 


289 








319 


324 


327 


340- 








341 


347 


364 


368 








371 


377 


415 


-416 








423 


-424 


427 


436 








465 


504- 


506 


581- 








582 


602 


610 


679 


salivary gland 


Clontech 


SAL001 


5 10 22 


25 43 52 








63- 


54 67 89 


95 97 








99 137 140 161 165 








167 


-169 


180 


205 








229 


252 


256 


290 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEO ID NOS: 








323 351 368 


371 








430 436 438 


487 








502 507 516 


525 








564 580 613 


617- 








618 631-632 




saliva gland 


Clontech 


SALS 03 


20 


skin fibroblast 


ATCC 


SFB001 


208 


ejf in "F i ViT~fVm act 


ATCC 


SPB002 


208 


small intestine 




SIN001 


5 7-8 10 15 


24 26 








37-38 47-49 


51-54 








56-57 59 64 


67-68 








72 75 88 93 


96-97 








100 106 108 


111 








116-117 121 


128- 








131 137 140 


153 








158-159 177 


189 








191 202-203 


206 








215 229 253 


255- 








256 259-262 


264- 








265 272 280 


296 








300-301 308- 


-309 








316-318 325 


327 








332-333 335 


337- 








338 344-345 


347 








352 359 368 


371 








386 390 392- 


-393 








423 431 435 


438 








444 462 479 


484 








492 507 509 


522 








525-526 532 


534 








550 572-573 


581 








593 605 620- 


-621 








623 628 632 


643 








650 652-654 


672- 








673 




skeletal muscle 


Clontech. 


SKM001 


5 62 101 104 134 








165 254 272 


289 








300-301 308 


316 








323 356 377 


402 








428 431 438 


444 








451 462 541 


543 








550 572-573 


586 


SAClCLal IIIUOLIC 


Clontech 


SKM002 


208 507 


spina± com 




spcooi 


13 15 26-27 


33-34 






38-40 46-50 


52-53 | 








56 68 80-82 


87 89 








92-95 131 150 155 








163 175-176 


180 








186 197 199 


202- 








203 205 211 


213- 








214 229 231 


235 








254 263 289 


307 








311 314-316 


323- 








324 329 340 


-342 








348-349 352 


359 








364 371 384 


400 








438 451 484 


493 








500 507 509 


511 
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TABLE 1 



Tissue Origin 


Library/RNA Source 


HYSEQ Library Name 


SEQ ID NOS: 








516 


522 


525 


530 








532 


537 


562 


-563 








567 


-568 


5B0 


595 








597 


603 


607 


610 








612 


-613 


616 


620- 








622 


627 


643 


653 








672 


-673 


675 


677- 








678 








adult spleen 


Clontech 


SPLcOl 


7 9 


13 


17 2 


6 37 43 








64 


75 1 


06 112-114 








118 


131 


163 


212 








216 


218 


-219 


256 








259 


-262 


308 


314 








329 


-330 


349 


368 








390 


392 


-393 


422- 








424 


427 


431 


435- 








436 


451 


453 


484 








500 


-501 


509 


525 








530 


532 


535 


-536 








541 


592 


600 


610 








613 


623 


628 


631- 








632 


635 


645 


654 








663 


668 


672 


-673 








679 








bone marrow 


null 


STM001 


7 43 162 252 256 








305 


371 


427 


438 








530 


607 


651 


658 


stomach 


Clontech 


STO001 


67 93 95 135 230 








259- 


-262 


284- 


-285 








289 


302- 


-303 


308 








320 


323 


390 


392- 








393 


420 


428 


436 








484 


507 


524- 


-525 








530 


536 


587 


631- 








632 


63 7 






thalamus 


Clontech 


THA002 


10 18 24 


\ 33 


47-50 








54 58 60 68 


90 92- 








93 98 100 102 160- 








161 


180 


2 05 


208 








229- 


230 


242 


259- 








262 


272 


296 


302- 








305 


325 


331 


342 








359 


384 


386 


390 








425 


511 


532 


543 








572- 


573 


587 


602 








608- 


610 


612 


616 








620- 


621 


631- 


632 








660 








thymus 


Clontech 


THM001 


5 12 


39- 


40 43 47- 








50 54 56 


66 


68 70 








79 8 


7-88 


93 


106- 








107 


131 


135 


144 | 








162 


173- 


174 


177 








192 


198 


205 


211 








218- 


219 


229 


256 








281 


289- 


290 


293 








306 


308 


314 


317- 








318 


321 


323 


325 
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331 


-333 


347 


349- 








352 


368 


371 


384 








389 


420 


425 


438 








440 


-441 


484 


487 








493 


498 


-499 


502 








509 


530 


532 


541 








554 


-555 


558 


597- 








599 


610 


613 


616 








620 


-621 


624 


643 


— 






671 


-673 


682 




thymus 


Clontech 


THMC02 


5 8 


10 


12 25 32 34 








37 


39 43 45 


-46 48- 








50 


53 55-56 


61 63 








65- 


67 70 83 


85 87- 








88 


94 106-107 112- 








114 


116 


-118 


120 








131 


135 


140 


-142 








144 


150 


-152 


158- 








159 


• 163 


-165 


179 








189 


208 


229 


232- 








234 


256 


259 


-262 








273 


289 


-290 


302 








305 


316 


-318 


324- 








325 


335 


349 


361 








363 


-364 


371 


384 








389 


392- 


-393 


421- 








424 


437- 


-441 


443 








445- 


-446 


451 


459- 








461 


473- 


-474 


498 








500 


504- 


-507 


509 








518 


522 


526 


530 








541 


554 


564 


583 








592 


600 


607 


610 








613 


624- 


-625 


627 








630- 


■632 


634 


637 








643- 


•645 


651 


667 








669 


671- 


•673 


682 


tnyroid glana 


Clontech 


THRO 01 


6 14-15 


19 26 29 








32 34 39-40 


47-52 








56 61-63 


66- 


68 72 








75 87 93 


95 


100 








104- 


106 


115 


128- 








131 


137 


141- 


142 








154 


157 


162 


165 








168- 


169 


175 


177 








182 


189 


191- 


193 








202- 


203 


211 


217- 








219 


221 


229 


231- 








234 


249 


254 


256 








282 


289- 


290 


298 








302 


306- 


308 


314- 








316 


323- 


324 


327 








329- 


330 


342 


350 








353- 


358 


368 


371 








377 


380 


383- 


384 








400 


423- 


424 


426 








431 


436- 


438 


440- 








441 


446 


451 


459- 
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uDrary/xvi^A source 
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SEO ll> NOS: 








461 


475 


478 


464 








487 


-489 


491 


-492 








499 


-500 


502 


-506 








509 


518 


-519 


521- 








522 


530 


532 


-533 








541 


543 


567 


-568 








586 


588 


597 


-600 








605 


607 


610 


617- 








618 


620 


-621 


624- 








626 


631 


-632 


635 








643 


651 


654 


662 








668 


671 


-672 


680 




tiontecn 


TRC001 


7 22 38 


40 56 68 








83 94 229 259-262 








289 


296 


298 


360 








371- 


-375 


438 


484 








499 


511 


521 


541 








571- 


•573 


588 


613 








624 


627 






lit" pnic 


uj.ontecn 


UTR001 


17 36 70 76 


103 








106 


109 


112- 


114 








131 


150 


157 


179- 








180 


189 


290 


296 








308 


314 


320 


329- 








330 


356 


364 


366 








368 


390 


395- 


398 








415 


438 


447 


507 








509 


519 


525 


529 








532 


564 


620- 


621 








631- 


632 


662 


668- 








669 


682 







*The 16 tissue/mRNAs and their vendor sources are as follows: 1) Normal 
adult brain mRNA (Invitrogen) , 2) Normal adult kidney mRNA (Invitrogen) , 
3) Normal fetal brain mRNA (Invitrogen), 4) Normal adult liver mRNA 
(Invitrogen) , 5) Normal fetal kidney mRNA (Invitrogen) , 6) Normal fetal 
liver mRNA (Invitrogen), 7) normal fetal skin mRNA (Invitrogen), 8) human 
adrenal gland mRNA (Clontech) , 9) Human bone marrow mRNA (Clontech) , 10) 
Human leukemia lymphoblastic mRNA (Clontech), 11) Human thymus mRNA 
(Clontech), 12) human lymph node mRNA (Clontech), 13) human so\spinal cord 
mRNA (Clontech), 14) human thyroid mRNA (Clontech), 15) human esophagus 
mRNA (BioChain) , 16) human conceptional umbilical cord mRNA (BioChain) . 
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ID 


Hit ID 


opecies 




s 

score 


Percentage 
identity 


685 


gil83150 


Homo sapiens 


chorionic somatomammotropin CS-5 


320 


100 


685 


gil81127 


Homo sapiens 


chorionic somatomammotropin precursor 


275 


96 


685 


gil83153 


Homo sapiens 


chorionic somatomammotropin CS-2 




yv 


686 


gil83178 


Homo sapiens 


hGH-V2 


1 on 


78 


686 


gi!83153 


Homo sapiens 


chorionic somatomammotropin CS-2 




87 


686 


gi387024 


Homo sapiens 


placental lactogen hormone precursor 


710 


87 


688 


gjl83178 


Homo sapiens 


1 /-ITT T rr\ 

hGH-V2 




7Q 
ly 


688 


gil81121 


Homo sapiens 


chorionic somatomammotropin 


78R 

/OO 


yD 


688 


gil83151 


Homo sapiens 


chorionic somatomammotropin CS-1 


78R 
too 


yD 


689 


gjl2653501 


Homo sapiens 


Similar to serine (or cysteine) proteinase 
inhibitor, clade F (alpha-2 antiplasmin, 
pigment epithelium derived factor), 
member 1 




00 

yy 


689 


gil5217079 


Homo sapiens 


pigment epithelium-derived factor 


1242 


99 


689 


gi 189778 


Homo sapiens 


pigment epimeuai-aircereniiaung iacior 


194? 

lit* 


99 


690 


gil7128288 


synthetic 
construct 


Primer 1 


1150 


99 


690 


gi20269957 


Sus scrofa 


phospholipase C delta 4 


1033 


88 


690 


gi21307610 


Mus musculus 


phospholipase C delta 4 


yuy 


77 


691 


gi 17864023 


Homo sapiens 


KCCR13L 


3524 


100 


691 


gi21483462 


Drosophila 
melanogaster 


LD44686p 


COT 


Jo 


691 


gi21741717 


Oryza sativa 


oj991113 30.22 


177 


7Q 

zy 


692 


gil7428818 


Ralstonia 
solanacearum 


GALA PROTEIN 3 


1 1*7 
11/ 




692 


gi21 536497 


Arabidopsis 
thaliana 


F-box protein family, AtFBL4 


•tic 


in 


692 


gjl2581504 


Trypanosoma 
brucei 


rit T-t 

GUI 




11 

j j 


693 


gi437662 


Oryctolagus 
cuniculus 


interleukin-8 receptor subtype B 


194 


61 


693 


gi 186378 


Homo sapiens 


— — — — ~ — ■ 

interleukin 8 receptor B 


I/O 


57 


693 


■ i < r\r\ s~ r\~\ 

gi 1109691 


Homo sapiens 


interleukin-8 receptor type B 


178 

I/O 


57 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gil 1230487 


Rattus 
norvegicus 


NTPDase6 


2065 


86 


694 


gi5139519 


Mus musculus 


nucleoside diphosphatase (ER-UDPase) 


1008 


53 


695 


gi2 1928620 


Homo sapiens 


seven transmembrane helix receptor 




inn 


695 


gil6566319 


Homo sapiens 


G protein-coupled receptor 


1843 


99 


695 


gi6644328 


Rattus 
norvegicus 


orphan G protein-coupled receptor 
GPR26 


822 


50 


696 


gi71 10216 


Homo sapiens 


C-type lectin-like receptor- 1 


851 


yy 


696 


gi7109731 


Homo sapiens 


C-type lectin-like receptor-2 


256 


31 


696 


gi20381202 


Mus musculus 


Similar to C-type (calcium dependent, 
carbohydrate recognition domain) lectin, 
superfamily member 12 


1QA 


11 


697 


gi22449809 


Chaoborus 
trivitattus 


cytochrome oxidase I 


50 


44 


697 


gi2351328 


Newcastle 
disease virus 


fusion protein 


59 


44 


697 


gi21311450 


Galleria i 
mellonella 


antifungal peptide gallerimycin 


55 


33 


698 


gi!8089247 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 5 


2104 


100 
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698 


gi3335102 


Homo sapiens 


CD39L4 




inn 


698 


gi 15076827 


Homo sapiens 


Pcph proto-oncogene protein 


2090 


99 


699 


gil51242 


Pseudomonas 
aeruginosa 


heat shock protein 


7Q 


19. 
DO 


699 


gi9950616 


Pseudomonas 
aeruginosa 


GroES protein 


79 


38 


699 


gi2564287 


Pseudomonas 
stutzeri 


Hsp 10 protein 


79 


44 


701 


gi20521055 


Homo sapiens 


Start codon is not identified 


724 


32 


701 


gil7225457 


Homo sapiens 


autism-related protein 1 


o/o 


51 


701 


gil5 145797 


Sus scrota 


basic proline-rich protein 




LI 


702 


gi208 10589 


Homo sapiens 


similar to arsenite inducible RNA 
associated protein 


83'3 


99 


702 


gi9651711 


Mus musculus 


arsenite inducible RNA associated protein 


687 


80 


702 


gil7390981 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10060018 
gene 


535 


59 


703 


gi6624130 


Rattus 
norvegicus 


similar to 45 kDa secretory protein ; 


2150 


100 


703 


gil3241652 


Rattus 
norvegicus 


supernatant protein factor 


2U4U 


93 


703 


gil9548982 


Bostaurus 


tocopherol-associated protein 


1930 


90 


704 


gil3177766 


Homo sapiens 


Similar to presenilins associated 
rhomboid-like protein 


17ol 


Oft 

yy 


704 


gil5559382 


Homo sapiens t 


presenilins associated rhomboid-like 
protein 


1094 


no 

98 


704 


gi7959883 


Homo sapiens 


PRO2207 


671 


82 


705 


gil 864091 


Rattus 
norvegicus 


PSD-95/SAP90-associated protein-3 


5005 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated protein-2 


1338 


55 


705 


gi6979173 


Homo sapiens 


discs, large (Drosophila) homolog- 
associated protein 2 


1011 


45 


706 


gil 1877274 


Homo sapiens 


dJ726C3.2 (novel protein) 


2260 


99 


706 


gi21667210 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 1 


2260 


99 


706 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


349 


26 


707 


gi7291716 


Drosophila 
melanogaster 


CG11388-PA 


648 


39 


707 


gil6768190 


Drosophila 
melanogaster 


GH22974p 


647 


39 


707 


gi3954938 


Homo sapiens 


acetylglucosaminyltransferase-like 
protein 


171 


23 


708 


gi 14334082 


Mus musculus 


thymus LIM protein TLP-A 


479 


87 


708 


gi 14334084 


Mus musculus 


thymus LIM protein l Lr-ts 


^07 


70 

/y 


708 


gi487284 


Rattus 
norvegicus 


CRP2 (cysteine-rich protein 2) 


367 


75 


710 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


8129 


83 


710 


gi30076 


Homo sapiens 


alpha-2 chain precursor (AA -25 to 1018) 
(3416 is 2nd base in codon) 


5916 


100 


710 


gil5991848 


Homo sapiens 


A type IV collagen 


4239 


51 


711 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


2583 
1 


99 


711 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRP1B/LRP-DIT 


2409 
6 


91 
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711 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


1 A 1 O 

141y 

1 


(LI 


712 


gil7298315 


Homo sapiens 


candidate tumor suppressor protein 


848 


100 


712 


gi7861733 


Homo sapiens 


low density lipoprotein receptor related 
protein-deleted in tumor 


QA O 

S4o 


1 C\(\ 

iUU 


712 


gi8926243 


Mus musculus 


low density lipoprotein receptor related 
protein LRPIB/LRP-DIT 


ni 1 
151 




713 


gil6877754 


Homo sapiens 


Similar to RIKEN cDNA 4930434H03 
gene 


574 


56 


713 


gi20071811 


Mus musculus 


Similar to RIKEN cDNA 4930434H03 
gene 


493 


60 


713 


gil340174 


Homo sapiens 


type HI procollagen (aa 892-1023) 


yf 


4U 


714 


gil57409 


Drosophila 
melanogaster 


fat protein 


Io02 


1 1 
31 


714 


gi4887715 


Drosophila 
melanogaster 


adherin 1 




16 
oo 


714 


gi 1107687 


Homo sapiens 


homologue of Drosophila Fat protein 


1514 


30 


715 


gi 157409 


Drosophila 
melanogaster 


fat protein 


1 QAQ 

lol/o 


1 1 


715 


gi4887715 


Drosophila 
melanogaster 


adherin 




oo 


715 


gi 1107687 


Homo sapiens 


homologue of Drosophila Fat protein 


1014 


j\) 


716 


gil7865311 


Homo sapiens 


dipeptidyl peptidase-Iike protein 9 




QO 

yy 


716 


gi35 13303 


Homo sapiens 


R26984 1 


2700 


98 


716 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


1 inn 
1 i!y 1 


<i 
jj 


717 


gi2689444 


Homo sapiens 


ZNF134 


1160 


54 


717 


gi21314977 


Homo sapiens 


Similar to zinc finger protein 17 (HPF3, 
KOX 10) 


1038 


51 


717 


gi!3543419 


Homo sapiens 


Similar to zinc finger protein 304 


1000 


51 


718 


gi7582294 


Homo sapiens 


BM-011 


881 


100 


718 


gil3937769 


Homo sapiens 


Similar to RIKEN cDNA 1200013F24 
S ene 


781 


98 


718 


gil78997 


Homo sapiens 


arginine-rich nuclear protein 


224 


38 


719 


gil620870 


Ciona 
intestinalis 


myoplasmin-Cl 


412 


28 


719 


gi7416980 


Argopecten 
irradians 


myosin heavy chain catch (smooth) 
muscle specific isoform 


279 


23 


719 


gi7416982 


Argopecten 
irradians 


myosin heavy chain cardiac muscle 
specific isoform 1 


279 


23 


720 


gil3872813 


Homo sapiens 


fibulin-6 


1376 
4 


100 


720 


gil4575679 


Homo sapiens 


hemicentin 


1372 
0 


99 


llK) 


gl33zoloo 


uaenornaDuuis 
elegans 


nerniccniin premraur 


1695 


30 


721 


gi3822553 


Gallus gallus 


nuclear calmodul in-binding protein 


1492 


64 


721 


gi3329496 


Mus musculus 


heterogenous nuclear ribonucleoprotein U 


1501 


45 


721 


gi624918 


Rattus 
norvegicus 


SP120 


1498 


45 


722 


gi 17223626 


Homo sapiens 


ATP-binding cassette A10 


7966 


99 


722 


gi 17223624 


Homo sapiens 


ATP-bindine cassette A9 


5160 


61 


722 


gi 17223622 


Homo sapiens 


ATP-bindinp cassette A6 


5108 


61 


723 


gil3374079 


Homo sapiens 


TAFII140 protein 


3677 


99 


723 


gil3374178 


Mus musculus 


TAFII 140 protein 


3202 


84 
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723 


£205686 


Rattus 
norvegicus 


heavy neurofilament subunit 


335 


26 


724 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 


661 


61 


724 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


/CI a 

619 


/TO 

62 


724 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


559 


59 


725 


gi 675265 8 


Homo sapiens 


: — 

epidermal growth factor repeat containing 

protein 


7AC< 


yy 


725 


gilou40yol 




Mus musculus 


rUHM 


004 


CI 

0 1 


725 




Mus musculus 


nephronectin short isoform 


OOH 


CI 
01 


lib 


gJOJ Jlool 


Caenorhabditis 
elegans 


T TXT A"\ A 


Si A A 




726 


glOOilooJ 


Caenorhabditis 
elegans 


T TXT A 1 T3 




^n 


72o 


' 1 O /I ATI ZTT 

gilz4U/3o/ 


Homo sapiens 


tripartite motii protein i kimz 




in 


727 


gi 1504026 


Homo sapiens 


similar to C.elegans protein (Z37093) 


5833 


99 


727 


gi2896796 


Homo sapiens 


D1013901 


M Ij 


yy 


727 


gi2522322 


Homo sapiens 


PTPLl-associated RhoGAP 


1497 


36 


728 


gi 13274 120 


Homo sapiens 


dJ55C23.5.l (vanin 3, isoform l) 


1467 


AA 

99 I 


728 


gi7 160973 


Homo sapiens 


VNN3 protein 


1213 


96 


728 


gi6 102996 


Mus musculus 


Vanin-3 


1018 


79 


729 


gi9581879 


Homo sapiens 


disintegrin metalloproteinase with 
thrombospondin repeats 


5723 


99 


729 


gi!9171176 


Homo sapiens 


metalloprotease disintegrin 15 with 
thrombospondin domains 


1669 


50 


729 


gil 1095299 


Rattus 
norvegicus 


ADAMTS-1 


1772 


40 


730 


gi2 1063967 


Drosophila 
melanogaster 


AT05453p 


396 


32 


730 


gi5911409 


Drosophila 
melanogaster 


fuzzy 


396 


32 


730 


gi2564657 


Drosophila 
melanogaster 


Fuzzy 


396 


TO 

51 


731 


• * rr\ 1*71*71 

gll521 7171 


Homo sapiens 


/" i ■ \ 0 1 ..,.,,1...,,. 1 

CDS 1 partner 5 


OO.AO 

Z3UZ 


1 HA 

IUU 


731 


gil5488017 


Homo sapiens 




0*J AO 


1 HA 
IUU 


731 


gl 15593237 


Mus musculus 


immunoglobulin superfamily receptor 
rOKJLv 


ZloO 


yz 


OOO 

732 


»«• 1 CO 1 71 01 

glljZi /l /I 


Homo sapiens 


/^r\Ol inn 1 _T_.-L_j Q 

L.JJO l partner 5 


lOAA 


1 AA 
IUU 


732 


gil5488017 


Homo sapiens 


bWlz 


3zUU 


1 AA 

IUU 


717 




1V1U5 muauuiub 


luununugiL/UUiiii oupciiaJiiiiy rcucpiui 
PGRL 


7867 

iOU / 


oo 


733 


gil5217171 


Homo sapiens 


CD81 partner 3 


1303 


96 


733 


gil5488017 


Homo sapiens 


EWI2 


1303 


96 


733 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


1303 


96 


734 


gi2 1748480 


Homo sapiens 


FLJ00271 protein 


605 


100 


734 


gi22266726 


Homo sapiens 


LIR-D1 precursor 


514 


79 


734 


gil5217171 


Homo sapiens 


CD81 partner 3 


514 


79 


735 


gi2 196872 


Homo sapiens 


Lsc homologue 


203 


30 


735 


gil389756 


Mus musculus 


Lsc 


199 


31 


735 


gil 1276027 


Rattus 


LSC 


199 


31 
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S 

score 
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norvegicus 








736 


gil4336728 


Homo sapiens 


possible integral membrane 


331 


32 


736 


gil8043242 


Mus musculus 


RIKEN cDNA 2400010G15 gene 


331 


31 


736 


gi8895014 


Hepatitis B 
virus 


HBsAg 


Do 


4o 


737 


gi20071204 


Mus musculus 


Similar to paraspeckleprotein 1 


185 


28 


737 


gil8104577 


Homo sapiens 


paraspeckJe protein 1 alpha isoiorm 


1 *7G 
1 /-) 


LI 


737 


gil3528666 


Homo sapiens 


Similar to splicing factor 
proline/glutamine rich (polypyrimidine 
tract-bindmg protein-associated) 


179 


31 


738 


gil2002000 


Homo sapiens 


My029 protein 


415 


100 


738 


gi348140 


Human T- 
lymphotropic 
virus 2 


rex 


68 


39 


738 


gi404041 


Human T- 
lymphotropic 
virus 2 


rex protein 


68 


39 


739 


gi4680090 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein 


89 


31 


740 


gi21627272 


Drosophila 
melanogaster 


CG12765-PA 


166 


38 


740 


gil9528077 


Drosophila 
melanogaster 


AT24025p 


1 iZ/i 

loo 


35 


740 


gil066820 


Murray Valley 

encephalitis 

virus 


nonstructural protein 


00 


Zo 


741 


gi9916 


Plasmodium 
falciparum 


liver stage antigen 


468 


26 


741 


gil747 


Oryctolagus 
cuniculus 


trichohyalin 


414 


24 


741 


gi295941 


Ovis aries 


trichohyalin 


395 


24 


742 


gi9845485 


Homo sapiens 


protocadherin-9 




inn 


742 


gil5054521 


Homo sapiens 


protocadherin-S 


3390 


58 


742 


gil3161060 


Homo sapiens 


protocadherin 1 1 


55ol 


JO 


743 


gi5688958 


Homo sapiens 


PMMLP 


O/l AC 

24 U:> 


1 AA • 
IUO 


743 


gi21594625 


Mus musculus 


RIKEN cDNA 4931406N15 gene 


2241 


yJL 


743 


gil6797814 


Drosophita 
melanogaster 


phosphomannomutase 45 A 


1 1 QA 

11V4 


CI 

D 1 


744 


gi2 1734445 


Rattus 
norvegicus 


' : TT" 1- ] — ^ui : 

BMP/Retinoic acid-inducible neurai- 
specific protein-2 




QA 


744 


gi20988899 


Mus musculus 


similar to deleted in bladder cancer 
chromosome region candidate 1 


70^9 




744 


gi21 734447 


Rattus 
norvetHcus 


BMP/Retinoic acid-inducible neural- 
specific protein-3 


2951 


70 


745 


gi2739353 


Homo sapiens 


ZNF91L 


2075 


69 


745 


gi 101 7722 


Homo sapiens 


repressor transcriptional factor 


2044 


71 


745 


gi4559318 


Homo sapiens 


BC273239 1 


2031 


67 


746 


gil017722 


Homo sapiens 


repressor transcriptional factor 


2144 


73 


746 


gi2739353 


Homo sapiens 


ZNF91L 


2054 


70 


746 


gil86774 


Homo sapiens 


zinc finger protein 


2035 


70 


747 


gil9683999 


Homo sapiens 


coated vesicle membrane protein 


1010 


99 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus 
norvegicus 


transmembrane protein 


1006 


98 
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s 

score 
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748 


gil 199524 


Homo sapiens 


acid phosphatase 


2t)36 


98 


74 R 
/Ho 


m!49£l 
gl3**Z03 


Unmn omi on c? 
XloniU ottjjicila 


dvlU pllUb^/llalaow picuuiaui j^/iuiwiii 


2036 


98 


74 R 

/*tO 


mill 1 1075 
gi i j 1 1 iy i j 




nriH nViftonlifitaQP 9 Ivsosomal 

al/iu |JllUdjJllavcww iyo\Jo\Jin**i 


2032 


98 


740 


ml 5A9557ft 
gli JOZD J /u 




ivntmtrin hpfn5 


2970 


83 


749 


gi4688902 


Homo sapiens 


centaurin beta2 


1708 


64 


T4Q 


gl430ZZ0 


riomo sapiens 


oian cooon is not luciiiLiieu 


UO I 


70 


/DU 


mini ot^/io 
giiuiy /04z 


riomo sapiens 


x/rn^099 


647 


100 


750 


gi 19683046 


Dictyostelium 

uiouuiucum 


HYPOTHETICAL 21.8 KDA PROTEIN. 

1/10.1 


94 


26 




glOo4i.>2>4 


riomo sapiens 


nor i_/ 1 DO 


93 


24 


751 


gi5630080 


Homo sapiens 


similar to HUB1; similar to BAA24380 


696 


48 




rriO "700/11 ft 

giz/oy43u 


riomo sapiens 


repressor proicm 


702 


39 




glloOl4UZO 


Homo sapiens 


zinc linger l/in/v Dinuing pruicui p r i 


1004 


41 

* t 


Oz 


ot Annan 


riomo sapiens 


DjT\iZiYliy»Z. 1 ^VdCUOldX piULCJUl oUl LUlg 
nrnfpin 1 /'VP's 1 1tYt 




09 


7^9 
/DZ 


ml 1 145189 
gil X 343 3BZ 


noiiio sapiens 


TFO/*llrtlot* Tlt*/\l"^tYl Or\T+1THT •nt'fvJ'MTi 1 f\ 

VawUUlal piUlv?iII oUiullg piutcui iu 


2885 


92 


7-^9 
IDA, 


ml 0141711 

giiy343 /Jl 


iviub inubwuiub 


VdLUUIdl jJlULCJll bUl Lllig 1U ^yCool 

iiumuiugj 


2803 


89 


751 


ot90QR7R77 
glZU^O /O / / 


XAltC TMllC/MllllG 

lVlUb ILLUbwUlUo 


bllLLUal tU INUgU ICOCpUUl 


905 


58 


753 


gi9280025 


Macaca 

iabUlUUldi lb 


Nogo receptor 


808 


49 


753 


gil5080005 


Homo sapiens 


nogo receptor 


796 


48 


04 


gli / /o/U 


Homo sapiens 


aipna-x-macrogiouuiiii precursor 


9714 


1Q 
jy 


/D4 


gl3 fyjyZ 


riomo sapiens 


«alr»^o O-mam-rttrlrtKiiliTl £00-7^0 

oipiia ^-rjidcrogioouiiii \jy\j~ i d\j 


970R 

I UO 


1Q 

jy 


754 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2700 


39 


-tee 

/->J 


gi4yzy /yu 


Homo sapiens 


angiopoietin-related protein 3 


149^ 


RO 


"7CC 
/JJ 


•IT 1 CO/1 "7/1 

gU313y4 /4 


Homo sapiens 


rnftA/Loio 
v^uuuo-aiiz 


I41fi 


RR 
oo 




giDoiyyy/ 


Mus musculus 


angiopoietin-related protein 3 


1 100 

i i\jy 


77 


756 


gi200057 


Mus musculus 


neuronal glycoprotein 


4821 


87 


756 


gi5o3133 


Rattus 
norvegicus 


riio- 1 protein 


A77S 
4/ io 


R7 

Of 


756 


gi!016012 


Rattus 
norvegicus 


neural cell adhesion protein BIG-2 
precursor 


3867 


68 


id / 


mAO 71100 

gioz /joyy 


Homo sapiens 


IUvlanornd-aSSOCldlCU dllUgCn IVlVJJv/ 


144 

J'rr 


ll 


/-)/ 


gH3U4U4U 


Homo sapiens 


similar 10 u.meianogascer 

r\f«r rvv i A n c-i n f 1 11 1 fl < 57\ 

peroAiuasini u 1 1 u j z ^ 


1AA 


ll 


IJI 


gll44y3 jOI 


— — : 

Homo sapiens 


brain tumor associated protein LRR.C4 


194 


97 
z / 


/JO 


m£9711QQ 


Homo sapiens 


m€lanoma**associated antigen MG50 


144 


11 


OS 


mi 50404ft 

glI3U4U4U 


riomo sapiens 


b miliar io Ly.rneidiiogdbicr 

peroxidasin(Ul 1052) 


144 


11 


ICQ 

/Do 


glI44y3301 


Homo sapiens 


brain tumor associated protein LRR.C4 


190 


9fi 
zo 


759 


gi5525078 


Rattus 

I1U1 VCglOUo 


seven transmembrane receptor 


5062 


72 


759 


gi21929093 


Homo sapiens 


seven transmembrane helix receptor 


1712 


88 


759 


gi4164023 


Bos taurus 


latrophilin 2 splice variant baaaf 


383 


27 


760 


gil 0440398 


Homo sapiens 


FLJ00032 protein 


1261 


57 


760 


gil 1917507 


Homo sapiens 


HPF1 protein 


1258 


60 


760 


gil3752754 


Homo sapiens 


zinc finger 1111 


1253 


60 


761 


gi3628757 


Homo sapiens 


FIC1 


1436 


54 


761 


gil3097633 


Homo sapiens 


Similar to ATPase, Class I, type 8B, 
member 1 


1221 


60 


761 


gi20147219 


Arabidopsis 
thaliana 


Atlg59820/F23H11J4 


1637 


41 
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S 
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identity 


762 


gil 1527987 


Gallus gallus 


immunoglobulin-like receptor CHIR-A 


97 


30 


/OZ 


gl4 .5 ZZ 1 4 


Human 

immunodeficien 

f\r 1/11*1 ic fvnp 1 
K>y VII Uo tyjjc i 


envelope ^lywupiuiciii gpixu 


43 


39 


762 


gil5026993 


Homo sapiens 


MUC5AC protein 


64 


38 




gllljjo4oo 


Homo sapiens 


n_/^oll 1 "\/TviT^ri/~\Tn n I\f>f\\rn pm i n 1 1 A chnrt 
D iyiIipnUIIld/lCUK.aCIllla 1 X/\ M1U1 1 

form 


1314 


99 


7o3 


gl/D4o/yi 


Mus musculus 


v^iLri proiein 


1 140 
1 i*ry 




/oj 


gl/COUlo4 


Mus musculus 


ecorropic virai integration sue 2/ lsoioim 
c 


1 1 

1 1 j j 




764 


gi22085890 


Rattus 
norvegicus 


FHA-HIT 


1426 


82 


/04 


gizl4oUUZo 


Drosophila 

molanAOOctpr 
ulCiallOgaalCl 


U1VIU AOOZp 


338 


40 


IfA 
f\¥t 


g»Z 1 IDOUIZ 


Of f^fvrtcf pIlHTYl 
L/ILiyUblCllUIII 


94in016n?lT?IK PROTEIN 


279 


26 


7fiS 

/OJ 




norvegicus 


FHA-HIT 


214 


88 


76S 


ot^764101 

glJ / VJt lvl 


Hnmn <?arripn^ 


nolvnucleotide kinase-3-DhosDhatase 


95 


50 


765 


gi5712131 


Homo sapiens 


DEMI protein 


93 


50 


/oo 


gizzuo j oyu 


n ot*\7P cri fi to 


FHA-HIT 


278 


89 


/oo 




HrvrnA cunipno 


nnl vn 11 rl pnti He lei na cp-^ '-Till n<jnhat ase 


109 


46 


/OO 


oiS7191 ^1 


Hnmn ctimpnc 

nuiiiu octpicjio 


DPMI nrntpin 


107 


46 


76R 
/OO 


<ri 1 5 1 Rfi77fl 

gllJ lOO / IKJ 


\-tf\mr\ CQmpnc 


Ivovl fiYiftacp-lilfP nrntpifi 
ivoyi uajuoov ii&w iyi viwin 


1818 


96 


76R 
/oo 


oi 1 4000^07 




Ivovl fvviHjiQP-lilcp *^ nrntpin 


1818 


96 


768 


gil 5030096 


Mus musculus 


Similar to lysyl oxidase-like 2 


1715 


92 




gijyo4yjo 


xiomo sapiens 


0 r» orl 1 1 f» /% c am i r\ \A trji ti cFptji cp -1 t Vp 
dUCl YlglUL-UbcUIIlIl Yl U aJIMCl aoC-llft.C 

protein 


9298 


70 


769 


gL3954978 


Mus musculus 


acetylglucosaminyltransferase-like 
proxcin 


2298 


70 


/oy 


gl il/OJ>4 /ZZ 


nomo sdpicnb 


rJTJOJO 


892 


91 


/ /U 


gi / zuy / z j 


Homo sapiens 


vv Li-rcpcdL 11 JVC odJUCIlUC 


2476 


99 


770 


gi82 17485 


Homo sapiens 


dJ1092Al 1 .3 (WD repeat domain) 


2473 


99 


770 


gi7209721 


Mus musculus 


DD57 


2243 


88 


771 


giloo/ooJZ 


Homo sapiens 


rJLJUUziD protein 






771 


gl 18447190 


Drosophila 
melanogaster 


vjrlUyiDOp 




10 


771 


gi295671 


Saccharomyces 
cerevisiae 


selected as a weak suppressor of a mutant 
of the subunit AC40 of DNA dependant 
RNA polymerase I and III 


119 


22 


772 


gil0799166 


Homo sapiens 


protein kinase Njmu-Rl 


1915 


99 


772 


gi2 1104460 


Homo sapiens 


OK/SW-CL.19 


549 


100 


772 


gil4290030 


Human 

immunodeficien 
cy virus type 1 


pol protein 


68 


30 


773 


gi41 86023 


Homo sapiens 


CDS2 protein 


2376 


100 


773 


gil9344052 


Homo sapiens 


similar to PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2 (CDP- 
DIGLYCERIDE SYNTHETASE 2) 
(CDP-DIGLYCERIDE 
PYROPHOSPHORYLASE 2) (CDP- 
DIACYLGLYCEROL SYNTHASE 2) 
(CDS 2) (CTP :PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE 2) (CDP- 


2376 


100 
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uescripiion 


c 

score 


cm i Q OTP 
lUClUHj 








JJAu O I IN 1 HAdH 2.) ^Ur-L/U 
CVMTtTRTA^F 1>\ 






773 


gi 13277972 


Mus musculus 


oimiiar lO l^J^r-uidvyigi/wGi oyiiuiaoc 

(phosphatidate cytidylyltransferase) 2 


2289 


96 


774 


gi 17862928 


Drosophila 
melanogaster 


OiA>jD4yp 




35 


114 


glloO//ooJ 


Mus musculus 


cocKayne synuiuiuc &l uujj r\ | 


117 


38 


114 


gil4091657 


Mangifera 
indica 


F6N15.8-like protein 


107 


29 


116 


gil8676664 


Homo sapiens 


FLJ00231 protein 


1473 


99 


116 


gl 1630374 8 


Homo sapiens 


tweety-iiKe proxem z 


luJJ 


41 


116 


gil6303750 


Mus musculus 


tweetyhomolog2 


987 


39 


111 


gi8118032 ! 


Homo sapiens 


orphan G-protein coupled receptor 




OR 

yo 


111 


gil6877193 


Homo sapiens 


G protein-coupled receptor, family C, 
group 5, member C 


939 


98 


111 


gi9588669 


Homo sapiens 


GPRC5C 


939 


98 


778 


gi20380605 


Mus musculus 


RIKEN cDNA 8430424D23 gene 


oJo 


yi 


778 


gil6769562 


Drosophila 
melanogaster 


LD38910p 


333 


47 


778 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


333 


47 


779 


gil6041781 


Homo sapiens 


Similar to RIKEN cDN A o / iuuuicuj 
gene 


1 /O 


OQ 

yy 


779 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


111 
ODD 


jj 


779 


gil5074454 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 

nn rtTr; i"Ki 

PROTEIN 


239 


43 


780 


gil3959018 


Homo sapiens 


endothelial cell-selective adhesion 
molecule 


902 


100 


780 


gil3991773 


Mus musculus 


endothelial cell-selective adhesion 
molecule 


643 


70 


780 


gil814277 


Homo sapiens 


A33 antigen precursor 


229 


34 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane protein- 
like 


inn 

1015 




781 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane protein 2 


11)13 


1 An 

iuu 


781 


gi297437 


Rattus 
norvegicus 


peroxisomal membrane protein 


TOO 


/O 


782 


gi7621329 


Streptococcus 
pyogenes 


Sicl.245 


214 


39 


782 


gi7620883 


Streptococcus 
pyogenes 


Sicl.23 


215 


39 


782 


gi7620875 


Streptococcus 
pyogenes 


Sicl.19 


215 


39 


783 


gi62877 


Gall us gallus 


type VI collagen alpha-2 subunit 
preproiein 


751- 


41 


783 


gi62882 


Gallus gallus 


type VI collagen subunit alpha2 


751 


41 


783 


gi211616 


Gallus gallus 


type VI collagen, alpha-2 subunit 


747 


45 


784 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi3877350 


Caenorhabditis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desaturase), 
Score=307.6, E-value=4.7e-89, N=l 


572 


38 


784 


gi3877351 


Caenorhabditis 
elegans 


contains similarity to Pfam domain: 
PF01598 (Sterol desaturase), 
Score=303.0, E-value=l.le-87, N=l 


546 


38 
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ID 
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c 
a 

score 


Percentage 
iucDiiiy 


785 


gil7066l06 


Homo sapiens 


jNovex-o iiunisoiorm 


oOJZ 


OQ 
yy 


785 


gi2l238628 


Sparisoma 
viride 


titin-like protein 


S1Q 




785 


gi21238630 


Sparisoma 
aurofrenatum 


— 7". — : 

titm-like protein 


S1Q 

•j iy 


67 


787 


gl223Uo4U 


Ginkgo biloba 


nuno 


54 


54 


787 


gl223U82o 


Dioon edule 


nont> 


52 


50 


787 


~ aooaaai 

gi 9279991 


Sequoia 
sempervirens 


maturase 


60 


36 


TOO 

788 


giloo/ooiu 


Homo sapiens 


T7T 100904 nrofpin 


204 


27 


788 




Mus musculus 


i icmy ui oil-Jo, i WkJii 


206 


25 


788 


gil4U/ooj 


Mus musculus 


jilJlJ 


134 


45 


TOO 

789 


glloO/OOlU 


Homo sapiens 


VJ Tftf)7fl4 nrnfpin 


262 


27 


789 




Mus musculus 




220 


25 


789 


gil4U/ooj 


Mus musculus 


orur j 


140 


33 


790 


gllo24o3 


Homo sapiens 


preriDroDiasi couageiuisc inmuiiut 


531 


88 


790 


• a C\(\(\f\A 

gl49U094 


Homo sapiens 


TTA/TP 
1 llYUr 


531 


88 






Homo sapiens 


^/"kllo RAnQCP inninitftr 
lUliagCIlabC UUULMLUl 


531 


88 


791 


gl/llUzlo 


Homo sapiens 


v_/-iype iccim-iiKe rei/cpi.ui-1 


851 


99 


791 


gi7109731 


Homo sapiens 


C-type lectin-like receptor-2 


256 


31 


791 


gi 1902982 


Bos taurus 


lectin-UKe oxiaizea ljjLt receptor 


JUJ 


31 


792 


gi5 802604 


Cavia porcellus 


UUr giucuronosyitransierase uuizaj 


1781 

1 / UJ 


73 


792 


gi 19387963 


Mus musculus 


DTVCVF «TYMA OAlfYlOl TO*7 rtono 

KiKiiiN cliinA zuiu^ziju/ gene 


1700 


69 
\jy 


792 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


1^08 


67 


793 


gi3688090 


Homo sapiens 


iozoli 2 


786 


01 
y i 


793 


gi6841228 


Homo sapiens 


HSPC289 


638 


78 


793 


gi21618688 


Mus musculus 


RIKbN clJNA joJU49oC14 gene 




^7 


794 


gi9963861 


Homo sapiens 


Cytl9 


1729 


99 


794 


gi 15488645 


Mus musculus 


methyltransferase Cytl9 


1555 


76 


794 


gil8150409 


Rattus 
norvegicus 


l t -i 1 • ! * _ /¥TT\ 

S-adenosylmetmonine:arsenic (111) 
methyltransferase 


IMO 


/O 


795 


gil 1877243 


Homo sapiens 


SSF1/P2Y11 chimeric protein 


1957 


95 


795 


gi21619996 


Homo sapiens 


peter pan homolog (Drosophila) 


2UfiO 




795 


gi 14602631 


Homo sapiens 


peter pan (Drosophila) homolog 


2080 


99 


796 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


799 


98 


796 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


727 


92 


796 


gi20381405 


Homo sapiens 


similar to CMRF35 leukocyte 
unmunoglobuhn-like receptor; CMRF35 
antigen 


423 


57 


797 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


799 


AO 

98 


797 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


727 


92 


797 


■ nno o 1 /I AC 

gi20381405 


Homo sapiens 


similar to tMKrJj leuKOcyie 
immunoglobulin-like receptor; CMRF35 
antigen 


471 


S7 


798 


gi20330550 


Homo sapiens 


NK inhibitory receptor precursor 


1469 


94 


798 


gi20380183 


Homo sapiens 


similar to CMRF35 leukocyte 
immunoglobulin-like receptor 


690 


84 


798 


gi20330544 


Mus musculus 


polymeric immunoglobulin receptor 3 
precursor 


416 


52 


799 


gil8307481 


Homo sapiens 


phosphoinositide-binding proteins 


2122 


100 


799 


gi3930781 


Homo sapiens 


connector enhancer of KSR-like protein 
CNK1 


346 


34 
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S 
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Percentage 
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799 


gi4151807 


Rattus 
norvegicus 


membrane-associated guanylate kinase- 
interacting protein z iviaguiii-z 


455 


37 


800 


gil5929988 


Homo sapiens 


o miliar to l L>ru>y protein prccuibur 


417 


89 


800 


•ii i Ana 

gil 1493982 


Homo sapiens 


1 LttiZy protein precursor 


274 


72 


800 


gj20147034 


Mus musculus 


interferon stimulated gene 12 


235 


68 


801 


gil5929988 


Homo sapiens 


oimilar to 1 Lrizy protein precursor, 
clone Mvj^.ziyyi ijyjLft.kJii. < fjj/oi/*tj, 
mRNA, complete cds. 




100 


801 


AAW54040 


Homo sapiens 


Human interferon-inducible protein, 


432 


97 


801 


gil 1493982 


Homo sapiens 


TLH29 protein precursor (TLH29) 
mRNA, complete cds. 


303 


70 


802 


gil2082725 


Mus musculus 


B cell phosphoinositide 3-kanase adaptor 


3561 


84 


802 


gil2082723 


Gallus gallus 


B cell phosphoinositide 3-kinase adaptor 




07 


802 


gi20987486 


Homo sapiens 


similar to B cell pnospnoinositiae 5- 
kinase adaptor 


i s^n 


07 


803 


gi7959809 


Homo sapiens 


T\T> /~\ 1 AOO 

rKOlOoz J 




i\i\j 


803 


gi7767407 


Avian 
infectious 
bronchitis virus 


5a protein 


61 


26 


803 


gil5073792 


Sinorhizobium 
meliloti 


PUTATIVE FOSMIUUMYCIM 
RESISTANCE ANTIBIOTIC 

DDOTCTAXTPB TD A XTQIV/tT? N/TPP AWT? 

rKUlxsiN 


71 
/ 1 


jo 


804 


gil 5384843 


Homo sapiens 


iM 1 d-A receptor 


1700 

1 ;vv 


100 

1 uv 


804 


gil 5384841 


Homo sapiens 


activating NK receptor 




99 


804 


gi9887089 


Mus musculus 


lymphocyte antigen 108 isoform 1 


Oj f 


44 


805 


gi 17979255 


Arabidopsis 
thaliana 


A 1 jg4i03 U/ ivOJVl 1 1 U 


911 

All 


7? i 


805 


gil 0177621 


Arabidopsis 
thaliana 


pnytoene aenyarogenase-iiKe 




75 


805 


■ * jIA^IAI c 

gll4UZjyiD 


Mes orhizobium 

lOU 


pnyiucne uGiiyuiugciiaov 


182 


62 


oUO 


rri 1 AOKYXfiA 


ft/fno mi icr»iili ic 


Pnio¥*n nrntpin 

|J1 LSI will 


386 


71 


QA£ 
QUO 


gl /DD*fOO 


ACllOpUd ld-CVIb 


truncmPTriViraTtf nrAfpin 
u ailollitsiiii/i out* piuiwii 


120 


36 


oUO 


rri77QQ1 Q1 

gl / lyylyl 


TV/fnc miicpnliic 
IVllio IllUolsUlUa 


tAm nrpoiilin-1 


125 


52 


oU/ 


cn 1 497/V3£/l 

gl i t *z.i\)j\y+ 


\Aiic muconlnc 


Pnicw>n nrAtpin 


386 


71 




gl /D 


ACllupuD laCVlo 


U <U lOll lt*l 11 Liiail^>> pi UtV.il! 


120 


36 


oU/ 


m77QQ1Ql 

gi/ /yyiyi 


K/tito mucr'iiliic 


fnm nrf cm 1 in - 1 


125 


52 


QAQ 


gl l^Z/UjtFf 


lVAllC TTM10r>lllllC 

1VIU5 mubCUiUo 


Pnicrpn nrAtpin 


386 


71 


oUo 


gl/-040o 


yvenopus laevis 


francmpmhranp nrAtpin 


120 


36 


oUo 


gl/ lyy \y i 


1YJLUS mubcuiub 


frtTYiorpcni liri- 1 
lUlIIUlCgUlill 1 


125 


52 


809 


gi3068592 


Mus musculus 


punc 


201 


41 


809 


gi22003417 


Danio rerio 


neogenin 


193 


40 


809 


gil881477 


Mus musculus 


neogenin protein 


167 


33 j 


810 


gi!5072404 


Raja erinacea 


organic solute transporter beta 


92 


41 


810 


gi 143486 


Bacillus subtilis 


levansucrase 


59 


37 


810 


gi 143484 


Bacillus subtilis 


levansucrase (sacB) 


58 


35 


811 


gil 8650588 


Homo sapiens 


retinoic acid early transcript 1 


1124 


99 


811 


gil3 128925 


Homo sapiens 


ULBP2 protein 


1070 


94 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


812 


gi9280405 


Homo sapiens 


adlican 


1372 


46 


812 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


475 


29 
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812 


pi14S7S67Q 




Viprnfrpntin 


493 


28 


814 


gi9280405 


Homo sapiens 


adlican 


2438 


35 


814 


cri 14^7^670 

gIl*+J / JO /7 


T-T/tmrt cq r\i Anc 

rxUiitu i>d.piciio 


Vipmippntin 

JlCIIlll/CllLllI 


688 


25 


CIA 
O 14 


glj jZ6 1 00 


L^aenornaDQiUis 


nciniuciiiiii prcouToor 


586 


26 


815 


gi21619635 


Homo sapiens 


similar to Alu subfamily SQ sequence 

rrtntnminattAn wnmintr pntrv 
wOlllAllllllaliUil Yralillllg t/iiu y 


270 


60 


ri s 


glOUJOO l\J 


inUIIlU bapiCllo 


PRO1Q09 


264 


63 


815 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


247 


62 


OlO 


glO/U/4jD 


Homo sapiens 


apoupoproiein jt\j 


1864 


100 


816 


gil2240284 


Mus musculus 


apolipoprotein A5 


1310 


72 


0 1 c 

816 


gl07U74J 1 


Kattus 
norvegicus 


apol apoprotein A5 




79 
lit 


Q1 O 
ol / 


glO /U/4jJ 


Homo sapiens 


apoupoproiein r\j 


ioo*t 


100 


817 


gil2240284 


Mus musculus 


apolipoprotein A5 


1310 


72 


ol / 


glO /0 /4JI 


Rattus 
norvegicus 


apolipoprotein A5 


1/jJ 


79 


818 


gil275l065 


Homo sapiens 


PNAS-25 


360 


81 


818 


gil208732 


Drosophila 
melanogaster 


ovary2 


276 


33 


818 


gi21428518 


Drosophila 
melanogaster 


LD33046p 


275 


33 


819 


gi5771420 


Homo sapiens 


ttt> r — r~T — 

group IID secretory phospholipase A2 


s^o 


inn 

lOV 


o 1 n 
ol9 


gio4 j j /yi 


Homo sapiens 


phospholipase A2 


o*tO 


00 


819 


gilUoOZ/3o 


Homo sapiens 


gj ioyu/j.3 (pnospnonpase az group 

TTTY\ 
LIU) 


040 


00 

yy 


QOA 

ozU 


glOUlj44o 


i 

Hy locates lar 


dopamine receptor D4 


70 


jj 


QOA 

ozU 


m^A^CTC^I 

glDUDW J 1 


Human 

papillomavirus 
type oj 


major caps i a proiein 


OJ 


90 
*.y 


Hon 
oZU 


gl 1 JX / 6U 


ivius muscujus 


Similar tr\ cplpf*f"in nlatplpl' ( rwcp1ppHtV\ 
OHIlllal lO bClCVUII, pialCICl ^p-SCICU-U-ll/ 

ligand 






on 1 
521 


gl IZoD4oo\5 


Homo sapiens 


rio oeia proiein 




y\j 


QO 1 

oZl 


gll 1 3U4Z1 


Homo sapiens 


ri oDcia 


9119 


y\j 


821 


gil 1094019 


Homo sapiens 


RTS beta 


2106 


96 


OZZ 


gllZoUilo/ 


Homo sapiens 


nucleosome assembly protein 1-like 1 


179R 
1 /ZO 


00 
yy 


oZZ 


gj i oyuo / 


Homo sapiens 


MAP 


179R 
I /zo 


00 

yy 


CIO 
OZZ 


«OOA/IO£ 

gizzu4yo 


Mus musculus 


nucleosome assembly protein- 1 


171 R 
1/10 


OR 
yo 


oZi 


m 11 /t 10 A/10 

gllJ4JzU4z 


Homo sapiens 


iniegnn-iinKea Kmase-associaiea 

SCIIIIw U11CUIU11C pilUbpilaldoC 




00 

yy 


BO** 

oZj 


fTi9AA70zI.QP. 
gIZVv/Z i t:/o 


IVLUS ITlUbLUlUb 


Olillllaf Ixj prOLClIl pilUapltataoC £>\~> 


1Q96 


04 


oZ3 


glJ/ / /DU4 


Rattus 
nor vegicub 


proiein pnospnaiase 


1099 


04 


824 


gi7768636 


Xenopus laevis 


Kiel in 


242 


36 


824 


gi6979313 


Mus musculus 


• cysteine-rich repeat-containing protein 
CRIM1 


183 


30 


824 


gil 1527817 


Homo sapiens 


CR1M1 protein 


178 


30 


825 


gi2 1928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


825 


gil 8480746 


Mus musculus 


olfactory receptor MOR261-10 


864 


84 


825 


gil 8480744 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


826 


gi21928655 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


826 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


826 


gil8480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


827 


gi6760369 


Mus musculus 


0DZ3 


364 


95 [ 
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827 


gi4760780 


Mus musculus 


Ten-m3 


364 


AC 

yj 


827 


gi5307761 


Danio rerio 


ten-m3 


1 1 A 

310 


*7Q 


828 


gi21205852 


Homo sapiens 


T-cell activation Rho GTPase activating 
protein; TA-GAP 


3/56 


1 AA 


828 


gi2 1205 854 


Homo sapiens 


T-cell activation Rho GTPase activating 
protein splice variant 1; TA-GAP 


2830 


1UU 


828 


gi 16265938 


Homo sapiens 


FKSG15 




no 
yo 


829 


gil0432396 


Homo sapiens 


dJ947L8.1.5 (novel CUB domain protein) 


383 


/TO 

oz 


829 


gi 14787 176 


Mus musculus 


CSMD1 


mi 
5/5 


£.1 


829 


gil4787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


369 


60 


830 


gi 104323 96 


Homo sapiens 


dJ947L8.1.5 (novel CUB domam protein) 


383 


o2 


830 


gil4787176 


Mus musculus 


CSMD1 


373 


61 


830 


gil4787181 


Homo sapiens 


CUB and sushi multiple domains protein 
1 short form 


icr\ 

369 


60 


831 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


525 


41 


831 


gi6472600 


Chara corallina 


unconventional myosin heavy chain 


511 


43 


831 


gi9453839 


Chara corallina 


myosin 


511 


43 


832 


gi8953751 


Arabidopsis 
thaliana 


myosin heavy chain MYA2 


646 


40 


832 


gi6472600 


Chara coralbna 


unconventional myosin heavy chain 


646 


39 


832 


gi9453839 


Chara corallina 


myosin 


646 


39 


833 


gil7066528 


Canis familiaris 


immunoglobulin gamma heavy chain C 


42 


38 


833 


gi21 113238 


Xanthomonas 
campestris pv. 
campestris str. 
ATCC 33913 


IS 1595 transposase 


50 


43 


833 


gil6413516 


Listeria innocua 


similar to B. subtilis Ylal protein 


56 


51 


834 


gi7248845 


Homo sapiens 


testican-1 


2429 


99 


834 


gi793845 


Homo sapiens 


testican 


2429 


99 


834 


gi21265163 


Homo sapiens 


sparc/osteonectin, cwcv and kazal-like 
domains proteoglycan (testican) 


2425 


99 


835 


gil2804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1632 


59 


835 


gi3462515 


Homo sapiens 


PB39 


1632 


59 


835 


gil3111981 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


836 


gil2804465 


Homo sapiens 


prostate cancer overexpressed gene 1 


1637 


59 


836 


gi3462515 


Homo sapiens 


PB39 


1637 


59 


836 


gil3111981 


Homo sapiens 


Similar to selectively expressed in 
embryonic epithelia protein- 1 


283 


34 


837 


gi7689029 


Homo sapiens 


uncharacterized hypothalamus protein 
HBEX2 


664 


100 


837 


gil7391348 


Homo sapiens 


Similar to brain expressed, X-linked 1 




1 AA 
L\Aj 


837 


gi9963771 


Homo sapiens 


ovarian granulosa cell 1 3.0 kDa protein 
hGR74 homolog 


664 


100 


838 


gi4585574 


Rattus 
norvegicus 


Slitl 


287 


35 


838 


gil7380582 


Homo sapiens 


SLIT1 isoform B 


279 


35 


838 


gi4049587 


Homo sapiens 


Slit-2 protein 


297 


35 


839 


gil5488920 


Homo sapiens 


Similar to RIKEN cDNA 2010107G23 
gene 


632 


100 


839 


gil9354289 


Mus musculus 


RIKEN cDNA 2010107G23 gene 


570 


92 


839 


gi2267416 


Hepatitis D 


hepatitis delta antigen 


76 


33 
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virus 








840 


gj21619776 


Homo sapiens 


oimiiar to ivLisjiin clmn/y zduw l igsj / 
gene 


2491 


100 


840 


gi2098807l 




Mus museums 


o: -Iot- f _ dtVRIsJ rTYNJA 9fiflf)ft1 1 FfT7 
oimnar to .kijsjun cj-tn/v. i i±^\j / 

gene 


921 


80 


840 


gil4531291 


— * i 

Mus musculus 


Vtt rrK rv»r»Ki1ifv orrmri nrotpin i^oform T 
niRn moDiiny gujup piuiwii wuiuini x 


87 


34 


841 


gl21 00/049 


Drosophila 
mel anogaster 


r*-it/rt£?in KinrliVi O" CiiHllTllt tfvF TTIVfWin 
UiyOSUl DinUlilg auuuiui \Ji. mjruoiii 

r\ri r\OT\r\ a c 

pnUbpilalaoC 


231 


29 


OA 1 

841 


giziiyzioc 


Drosophila 
melanogaster 


xvJCrU j y i j p 


231 


29 


841 


gU 929221 


Homo sapiens 


TTJPI-Tntfirartiritx ankvrin-related ADP- 


183 


32 


54Z 


gl 1 Z4UoZoO 


nomo sapiens 


nnnlmrrnrntein L-IV SDlice Variant a 


1742 


100 


842 


gil3374351 


Homo sapiens 


apolipoprotein L4 


1728 


99 


842 


gilz4UozSD 


Homo sapiens 


♦mrtli-nrrnrrvtpiri T -TA/ ^nllCG Variant b 


1683 


98 


843 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice variant a 


1737 


99 


843 


gj 13374331 


Homo sapiens 


aponpoproicin i>+ 


1723 


99 


843 


gi 12408285 


Homo sapiens 


apolipoprotein L-IV splice variant b 


1678 


98 


844 


gi21 744725 


Homo sapiens 


giycosyi-pnospnauoyi-mosiiui-ivLrtivi \ 


2296 


100 


844 


gi7529598 


Homo sapiens 


dJ402N2 1 .3 (novel protein with 
Immunoglobulin domains) 


1048 


100 


844 


gi7529599 


Homo sapiens 


dJ402N21.1 (novel protein) 


662 


100 


845 


gi21 744725 


Homo sapiens 


glycosyl-phosphatidyl-inositol-MAM 


5051 


100 


845 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


1 KAQ 
IJHO 


QQ 


845 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


1 AHA 
14 /4 


1 AA 
1UU 


846 


gi4007758 


Schizosaccharo 
myces pombe 


conserved protein; similar to S. cerevisiae 
YPR144C 


Ojj 




846 


gi!066493 


Saccharomyces 
cerevisiae 


Weak similarity near C-terminus to RNA 
Polymerase beta subunit (Swiss Prot 
accession number r hzuj ana ttA/vi- 
binding transcription factor (PIR 
accession number A3 6368) 


hoZ 


^9 


846 


gil8086412 


Arabidopsis 
thaliana 


/YlZgl /ZjU/ IZj/VI. 1 1 


420 


44 


847 


gil470l768 


Homo sapiens 


vamo/ vpsji/-iiKe proiem 


3499 


96 


847 


gi!4280050 


Homo sapiens 


Vps39/Varn6-like protein 


3499 


96 


847 


gil8857927 


Mus musculus 


Vrojy long isoiorm 


3409 


93 


848 


gi38H347 


Homo sapiens 


cytosolic phospholipase A2 beta 


1700 


44 


848 


gi4886978 


Homo sapiens 


cytosolic phospholipase A2 beta; 
cPLAZbeta 


1209 


44 


848 


gil90004 


Homo sapiens 


phosphatidylcholine 2-acylhydrolase 


J 1Z 


^5 
jj 


849 


gi7291437 


Drosophila 
melanogaster 


CG4071-PA 


516 


51 


849 


gil7946619 


Drosophila 
melanogaster 


RH31535p 


217 


42 : 


849 


gi2l645615 


Drosophila 
melanogaster 


CG4071-PB 


217 


42 


850 


gil3l61409 


Mus musculus 


family 4 cytochrome P450 


444 


73 


850 


gi5263306 


Coptotermes 
acinaciformis 


family 4 cytochrome P450 


200 


41 


850 


gil3l82964 


Mus musculus 


cytochrome P450 CYP4F13 


196 




851 


gi 13447749 


Homo sapiens 


fibroblast growth factor receptor 5 


2475 


98 


851 


gi 10944887 


Homo sapiens 


FGFR-like protein 


2475 


98 
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851 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


?4?1 


07 
y / 


852 


" 1 A A IT A f\ 

gi 13447749 


Homo sapiens 


fibroblast growtn tactor receptor d 


Z f\Jl 




852 


gil0944887 


Homo sapiens 


FGFR-like protein 


2701 


99 


852 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


2647 


98 


853 


gil3183618 


Homo sapiens 


FGF homologous factor receptor 


coo 


98 


853 


gil3447749 


Homo sapiens 


fibroblast growth factor receptor 5 


roi 

Do3 


98 


853 


gil0944887 


Homo sapiens 


FGFR-like protein 


583 


98 


854 


gi643656 


Rattus 
norvegicus 


synaptotagmin VII 


2035 


95 


854 


gil2667446 


Rattus 
norvegicus 


synaptotagmin VIIs 


2035 


95 


854 


gi6136786 


Mus mus cuius 


synaptotagmin VII 


ZUZo 


nc 
yj 


855 


gi 12053709 


Homo sapiens 


a disintegrin-like and metalloprotease 
(reprolysin type) with thrombospondin 
type 1 motit, 12 


ocAZ 


1UU 


855 


gi5923788 


Homo sapiens 


zinc metalloprotease ADAM l £> / 




Do 


855 


gil9171178 


Homo sapiens 


metalloprotease disintegrm 16 with 
thrombospondin type I motif 






856 


gil5929988 


Homo sapiens 


Similar to TLH29 protein precursor 


155 


86 


856 


gi7649139 


Homo sapiens 


plrlz /-like protein 






856 


gil 1493982 


Homo sapiens 


TLH29 protein precursor 


83 


44 


857 


gil3542874 


Mus musculus 


Similar to CGI-67 protein 


1 ooo 

izyy 


*7/l 


857 


gi21 707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1 0*70 

iz/o 


"7C 

/D 


857 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


858 


gil3542874 


Mus musculus 


Similar to CGI-67 protein 


1299 


74 


858 


gi2 1707079 


Homo sapiens 


similar to RIKEN cDNA 2210412D01 


1279 


73 


858 


gi4929603 


Homo sapiens 


CGI-67 protein 


1087 


81 


859 


gi21595166 


Mus musculus 


RIKEN cDNA 4933425F03 gene 


1823 


83 


859 


gi 16359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


1822 


83 


859 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1542 


no 


860 


gi21595166 


Mus musculus 


RIKEN cDNA 4933425 F03 gene 


2278 


oo 
So 


860 


gi 16359267 


Mus musculus 


Similar to RIKEN cDNA 4933425F03 
gene 


2277 


88 


860 


gi21619888 


Homo sapiens 


Similar to RIKEN cDNA 4933425F03 
gene 


1958 


99 


861 


gil 1493463 


Homo sapiens 


PR02852 


1A1 

301 


/D 


861 


gi 14 189960 


Homo sapiens 


PRO0764 


271 


65 


861 


gi21 104464 


Homo sapiens 


OK/SW-CL.41 


264 


*7A 

70 


863 


gi21320872 


Mus musculus 


Cog8 


2747 


88 


863 


gil 7862986 


Drosophila 
melanogaster 


SD07339p 


795 


45 


863 


gi5922593 


Schizosaccharo 
myces pombe 


plUUo 


x3U 


01 
Zl 


864 


gi21618851 


Mus musculus 


RIKEN cDNA 2610510L01 gene 


882 


92 


864 


gi20977573 


Danio rerio 


Ul small nuclear ribonucleoprotein C 


75 


32 


864 


gil562574 


Mus musculus 


Ul snRNP-speciftc protein C 


75 


32 


865 


gil7862312 


Drosophila 
melanogaster 


LD2l84lp 


646 


41 


865 


gi22294210 


Thermosynecho 
coccus 

elongatus BP-1 


WD-40 repeat protein 


123 


27 


865 


gi886024 


Thermomon osp 


PkwA 


124 


25 
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ora curvata 








866 


gi3878846 


Caenorhabditis 
elegans 




no 


17 


866 


gil685056 


Xenopus laevis 


raxo 


87 


OA 


866 


gi8132389 


Xenopus laevis 


paired domain transcription factor variant 
A 


81 


23 


867 


gi 12406973 


Homo sapiens 


alamne-glyoxylate aminotransferase 2 


Z. / HI/ 


inn 


867 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


OOSI 


81 


867 


gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


2208 


81 


868 


gil2406973 


Homo sapiens 


alanine-glyoxylate aminotransferase 2 


1870 


98 


868 


gil944136 


Rattus 
norvegicus 


beta-alanine-pyruvate aminotransferase 


IOjU 


OO 


868 


" 1 l\t\f\ A AO 

gil000448 


Rattus 
norvegicus 


Rat kidney AGT2 precursor 


1 Jo J 


84 


869 


gi4165315 


Sus scrofa 


kallikrein 


A£8 


AO 


869 


gil90263 


Homo sapiens 


plasma prekallikrein 


461 


38 


869 


gi8809781 


Homo sapiens 


plasma kallikrein precursor 


a fin 
4o/ 


70 

JO 


870 


gil7985046 


Brucella 
melitensis 


/riy TmAoirr t»¥> a \Tfirnn A pt? 

GLYCOSYL TRANSFERASE 


1 in 
137 


OO 


870 


gi5478237 


Brucella 
melitensis 


Bme7 




117 


98 I 
Zo 


870 


gi20906785 


Methanosarcina 
mazei Goel 


Transposase 


196 
1ZD 


9<i 


871 


gi4565840 


Cnemidophorus 
tigris 


cytochrome b oxidase 


76 


41 


871 


gil5023030 


Clostridium 
acetobutyl icum 


Uncharacterized membrane protein, 
onnoiog i iao o.suuuiis 


72 


44 


871 


gi7549241 


Barbatia tenera 


cytochrome oxidase subunit I 


71 


28 


872 


gi 8705222 


Homo sapiens 


1L- 1 /t> receptor 




mn 


872 


gi9246433 


Homo sapiens 


IL-17 receptor homolog precursor 


1996 


99 


872 


gi9246429 


Mus musculus 


I1>1 7 receptor homolog precursor 




75 


873 


gi 18676472 


Homo sapiens 


FU00133 protein 


6475 


100 


873 


gil8676498 


Homo sapiens 


FLJ00146 protem 


Z5jZ 


1 fifl 


873 


gil61467 


Strongylocentro 
tus purpuratus 


fibropellin la 


Iz40 


TO 
OO 


874 


gi213198 


Petromyzon 
marinus 


fibrinogen alpha chain 


on 
oy 


IO 


874 


gil5292317 


Drosophila 
melanogaster 


LD46863p 


87 


34 


874 


gi4877921 


Streptococcus 
pyogenes 


serum opacity factor precursor 


O 1 
0 1 


55 


O/D 


nilAOAQQIG 

gii4Z4yyjo 


nomo sapiens 


Oimilat ISJ O-aUCIlUojfllluiuuvjrdiGHic; 

hydrolase-like 1 


2582 


97 


875 


gil7390493 


Mus musculus 


S-adenosylhomocysteine hydrolase-like 1 


2429 


92 


875 


gi2852125 


Homo sapiens 


S-adenosyl homocysteine hydrolase 
homolog 


2429 


92 


876 


gil4279990 


Homo sapiens 


ubiquitin UBF-fl 


458 


100 


876 


gi6706799 


Homo sapiens 


dJ447F3.2.1 (ubiquitin-conjugating 
enzyme E2 H10 (isoform 1)) 


214 


74 


876 


gil4043322 


Homo sapiens 


ubiquitin carrier protein E2-C 


214 


74 


877 


gi20086516 


Homo sapiens 


prominin-related protein 


4241 


99 


877 


gi20086520 


Mus musculus 


prominin-related protein 


3157 


73 
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877 


gi 19909067 


Kattus 
norvegicub 


lesiubierunc-rcguiaieu. pruiiumu l&iai&u 

pi ULC111 


2920 


69 


878 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 

rndnn at ni identifies 40-42 or the ATG at 

nucleotides 43-45 


2104 


100 


878 


gi2l483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 


OHO 

878 


giyzzyyuo 


Ciona 
intestinalis 


ii[irinugen-iiK.e pruiem 


408 


36 


879 


gil3 159480 


Homo sapiens 


Translation may initiate at the ATG 

rr\dnn nt nurlpnfidp^ 40-47 or the ATG at 
nnrlpntide^ 4^-4S 

UUVIvUUUwO ~*J TmJ 


2100 


99 


o /y 


tyi914RlR4£ 




fihrin off en-like nrotein 2 


406 


36 


879 


gi9229906 


Ciona 

in+Pctfnn1iQ 


fibrinogen-like protein 


408 


36 


880 


gil3159480 


Homo sapiens 


Translation may initiate at the ATG 
codon at nucleotides 40-42 or the ATG at 
nucleotides 43-45 


2100 


99 


880 


gi21483846 


Sus scrofa 


fibrinogen-like protein 2 


406 


36 j 






Ciona 


fihrin open-like nrotein 


408 


36 


881 


gil 1493483 


Homo sapiens 


PRO2550 


322 


66 1 


ool 


gi/ / /ui 


xiomt) sapiens 


PRD1722 
jrivvyi / z>z> 


318 


69 


QQ1 
OOl 


«r* i jnoonn 
gUo/zzuu 


riomo sapiens 


nlfprnativelv Qnlieed nrnduct usinf? exon 
13 A 


304 


72 




gllUl IJ l 1 1 


Vinlndnran*! 

ilaiuuui olio 


nrfttpncp Qnppiftc for ohape, lambda ell 
renressor 


67 


34 


8R? 


gli JJJ07UJ 


^pnotMiQ laevi*? 


Tob 


64 


51 


RR9 




Rarhw 
norvefficus 


monocarboxvlate transporter 8 


67 


33 


RR1 


gl 1 Ov / JJyJX, 


T-Tomo ^anien*? 


cystine/glutamate transporter 


2552 


100 


OOJ 


m 11493652 


Homo sapiens 


calcium channel blocker resistance 
protein CCBR1 


2552 


100 


883 


d 13924720 


Homo sapiens 


cystine/glutamate transporter xCT 


2552 


100 


884 




Homo sapiens 


serine kinase 


1797 


97 


884 


gi 14252988 


Homo sapiens 


SRPK1 a protein kinase 


1797 


97 


884 


gi3135975 


Homo sapiens 


dJ422Hl 1.1.1 (Serine Kinase) (isoform 1) 


1796 


98 


RR5 


<H9837288 

gt^O J (aOO 


Hnmn sanien^ 


C-type lectin 


271 


54 


885 


gi6651065 


Homo sapiens 


lectin-like NK cell receptor LLT1 


271 


54 


885 


gil8044358 


Homo sapiens 


Similar to lectin-like NK cell receptor 


270 


57 


OOO 


glZZ10*HJOO 


l_J Am r\ c om (> n c 

nuniu sapiens 


npiirfVhlactATnn-nmnliflpd nrotein 

IlCUlUUloolUJUa allipilAltLl )jiv/L^iii 


7571 


99 i 


886 


gi5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


89 


23 


060 


gj / lUo/ 1 / 


Nicotiana 

LaDaClim 


lvi/\.iv-uiniiiiig pioieiii ivirf i nuuiuiug 


89 


31 


887 


gi22 164066 


Homo sapiens 


neuToblastoma-amplified protein 


6897 


98 


887 


ei5833317 


Oryzias latipes 


mixed lineage leukemia-like protein 


89 


23 


888 


gil7430957 


Ralstonia 
solanaceamm 


HYPOTHETICAL TRANSMEMBRANE 
PROTEIN 


453 


40 


888 


gil3421965 


Caulobacter 

crescentus 

CB15 


M20/M25/M40 family peptidase 


377 


38 


888 


gi2330791 


Schizosaccharo 
myces pombe 


carboxypeptidase s precursor 


352 


33 


889 


gil 1558029 


Homo sapiens 


organic cation transporter 


1860 


99 


889 


gil8088251 


Homo sapiens 


Similar to hBOIT for potent brain type 
organic ion transporter 


1206 


97 
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889 


gi9663117 


Homo sapiens 


organic cation transporter 


1R59 


Q0 

yy 


890 


gi344112 


synthetic 
construct 


chloramphenicol acetyltransferase and 
carooxy terminal iusion proiem 


57 


98 

aO 


890 


gi412284 


synthetic 
construct 


carboxy terminal fusion protein 


57 


28 


890 


gll3122izJ 


Barbus 

brachycephalus 


ATP cirri tinsel 8 

Air synuiase o 




78 


891 


gjl3375149 


Homo sapiens 


uJ 1 1 1 oMIj.z {iNOvei proiem j 


518 


OR 


891 


gi72592co 


Mils musculus 


contains transmembrane (TM) region 


j*\jy 


HO 


891 


gl 1 806278 


Rattus 
norvegicus 


glycoprotein 56 


14^ 




892 


gilo589UUi 


Homo sapiens 


Dromouomain-containing 4 


6^S^ 


QO 

yy 


892 


gi9931486 


Mus musculus 


cell proliferation related protein CAP 


5635 


90 


892 


gi 18308125 


Mus musculus 


bromodomain-containing protein BRD4 
long variant 




on 

y\) 


893 


gi 15420828 


Homo sapiens 


\TAD1 1 

JNUrSJ-1 




OO 

yy 


893 


gil9386926 


Rattus 
norvegicus 


optimedin form B 


OARA 


OS 
yo 


893 


gi 19386930 


Mus musculus 


optimedin form B 




08 
yo 


894 


gi 10336599 


Xenopus laevis 


follistatin-related protein 


01 A 




894 


gi349006 


Mus musculus 


TGF-beta-inducible protein 


225 


29 


894 


gi208 10033 


Mus musculus 


follistatin-like 




Zy 


895 


gi5 002565 


Takifugu 
rubripes 


cysteine conjugate beta-lyase 


1Z44 




895 


gi758591 


Homo sapiens 


glutamine— phenylpyruvate 
aminotransferase 


lorn 


D 1 


895 


gi 15425868 


Aedes aegypti 


kynurenine aminotransferase 


1 1 CO 




896 


gi20522012 


Homo sapiens 


similar to an actin bundling protein, 
dematn. 


1312 


57 


896 


gi2337952 


Homo sapiens 


actin-binding double-zinc-finger protein 


1312 


57 


896 


gi21666433 


Mus musculus 


actin-binding LIM protein 1 medium 
isoform 


1305 


57 


898 


gi6716518 


Mus musculus 


doublecortin-Hke kinase 


821 


52 


898 


gi21619202 


Homo sapiens 


Similar to doublecortin and CaM kinase- 
like 1 


810 


51 


898 


gi20152113 


Drosophila 
melanogaster 


RE56868p 


778 


45 


899 


gi9280108 


Macaca 
fascicularis 


membrane-associated prostaglandin E 
synthase-2 


1907 


97 


899 


gi9757960 


Arabidopsis 
thaliana 


contains similarity to glutathione-S- 

transferase/glutaredoxm~gene_id:MJC20. 

26 


396 


50 


899 


gi 17944528 


Drosophila 
melanogaster 


RH17614p 


566 


42 


900 


gl4oy4i04 


Homo sapiens 


i 

complement Clq A chain precursor 


no8 

IjwO 


09 

yy 


900 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha polypeptide 


1308 


99 


900 


gi!2805247 


Mus musculus 


complement component 1, q 
subcomponent, alpha polypeptide 


945 


70 


901 


gil0176989 


Arabidopsis 
thaliana 


contains similarity to hedgehog- 
interacting protein-gene id:MYH 1 9. 1 7 


86 


34 


901 


gi456384 


Blastocrithidia 
culicis 


apocytochrome B 


41 


50 


902 


gi2565046 


Homo sapiens 


CAGF28 


3775 


97 


902 


gi2 1707458 


Homo sapiens 


PAX transcription activation domain 


2709 


87 
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interacting protein 1 like 






902 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTIP 


2473 


OA 
OU 


903 


gi4336734 


Mus musculus 


Pax transcription activation domain 
interacting protein PTIP 


531 


AO 


903 


gil4164561 


Xenopus laevis 


Swift 


a an 
40/ 




903 


gil2382298 


Human 
herpesvirus 8 


OrfKlO 


48 


34 


904 


gil9353375 


Mus musculus 


RIKEN cDNA 1 1 1003 1102 gene 


745 


78 


904 


gil5929776 


Homo sapiens 


growth suppressor 1 


137 


41 


904 


gi5805194 


Rattus 
norvegicus 


leprecan 


137 


A 1 

41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


150 


AC 

45 


905 


gi21355064 


Homo sapiens 


platelet glycoprotein lb beta chain 


146 


43 


905 


gi306792 


Homo sapiens 


platelet glycoprotein lb beta chain 
precursor 


146 


43 


906 


gil3991166 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectm-like short splice van ant 


1174 


100 


906 


gil3991167 


Homo sapiens 


sialic acid-binding immunoglobulin-like 
lectin-like long splice variant 


1174 


100 


906 


gil4625822 


Homo sapiens 


Siglec-Ll 


1 174 


1 AA 

100 


907 


gi21708018 


Mus musculus 


RIKEN cDNA 2700029E10 gene 


626 


66 


907 


gi7547035 


Homo sapiens 


SGC32445 protein 


474 


63 


907 


gi21626575 


Drosophila 
melanogaster 


CG30193-PA 


457 


55 


908 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


2748 


60 


908 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(U 11052) 


2748 


60 


908 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1721 


42 


909 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


2748 


60 


909 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasm(U 11052) 


2748 


60 


909 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


1721 


42 


910 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


2799 


59 


910 


gil504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin^ U 1 1 vjZ) 


T7QO 




910 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 




*f 1 


911 


gil 8 182323 


Mus musculus 


crumbs-like protein l precursor 


Iff 


j 1 


911 


gi6014482 


Homo sapiens 


CRBl 


754 


30 


911 


gil 8 175289 


Homo sapiens 


CRBl isoform I precursor 


754 


1A 


ylZ 


gl0O5UoUZ 


Homo sapiens 






56 
j\j 


912 


gi21 104464 


Homo sapiens 


OK/SW-CL.41 


188 


61 


912 


gil 1493463 


Homo sapiens 


PR02852 


175 


54 


913 


gi6808611 


Homo sapiens 


88-kDa Golgi protein 


3237 


99 


913 


gi6969980 


Homo sapiens 


golgin 67 


2345 


98 


913 


gi72 11438 


Homo sapiens 


golgin-67 


2330 


98 


914 


gi307377 


Homo sapiens 


cAMP-dependent protein kinase Rl-beta 
regulatory subunit 


1957 


99 


914 


gi200365 


Mus musculus 


cAMP-dependent protein kinase 
regulatory subunit 


1886 


94 


914 


gil5030299 


Mus musculus 


Similar to protein kinase, cAMP 


1881 


94 
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dependent regulatory, type I beta 






915 


gi20306468 


Mus musculus 


Similar to RIKEN cDNA 2610025P08 
gene 


382 


41 


915 


gi716l798 


Homo sapiens 


dJ470B24.1.1 (myeloid/lymphoid or 
mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 4 
(AF-6) (isoform 1)) 


130 


32 


915 


gi7161797 


Homo sapiens 


dJ470B24.L2 (myeloid/lymphoid or 
mixed-lineage leukemia (trithorax 
(Drosophila) homolog); translocated to, 4 
(AF-6) (isoform 2)) 


130 


32 


916 


gil845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 




n 


916 


gi3645913 


Mus musculus 


12(S)-lipoxygenase 


2633 


11 


916 


gi 15489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


zoJI 


ii 


917 


gi 15489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


/M 


/o 


917 


gi 1845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


748 


78 


917 


gil 101886 


Mus musculus 


arachidonate lipoxygenase 


748 


78 


918 


gil5489302 


Mus musculus 


Similar to arachidonate 15-lipoxygenase 


1266 


75 


918 


gil 845577 


Mus musculus 


arachidonate 12(S)-lipoxygenase 


1263 


75 


918 


gill01886 


Mus musculus 


arachidonate lipoxygenase 


1263 


75 


919 


gi 13661964 


Leishmania 
major 


L344.3 


108 


21 


919 


gi!7135639 


Nostoc sp. PCC 
7120 


WD-repeat protein 


95 


21 


919 


gil 1139242 


Homo sapiens 


meiotic recombination protein REC14 


93 


25 


920 


gi 17862298 


Drosophila 
melanogaster 


LD21662p 


627 


42 


920 


gi242511i 


Dictyostelium 
discoideum 


ZipA 


122 


28 


920 


gi 641958 


Homo sapiens 


non-muscle myosin B 


118 


24 


921 


gi8132683 


Homo sapiens 


cytokine-like protein C17 


241 


64 


921 


gil2751073 


Homo sapiens 


PNAS-31 


74 


92 


921 


gil 1323101 


Saint Croix 
river virus 


VP4 


79 


32 


922 


gi8 132683 


Homo sapiens 


cytokine-like protein C17 


A 1 

24 1 


64 


922 


gi!2751073 


Homo sapiens 


PNAS-31 


"7/1 

74 


92 


922 


gil 1323 101 


Saint Croix 
river virus 


VP4 


79 


32 


923 


gi8132683 


Homo sapiens 


cytokine-like protein C17 


384 


73 


923 


gil2751073 


Homo sapiens 


PNAS-31 


74 


92 


923 


gi216168 


Bacteriophage 
SPP1 


promoter 3 protein 


56 


37 


924 


gi8132683 


Homo sapiens 


cytokine-like protein C17 


263 


98 


924 


gil 143067 


Canis familiaris 


alpha-L-fucosidase 


69 


59 


924 


gi309444 


Mus musculus 


MRK 


58 


65 


925 


gi8 132683 


Homo sapiens 


cytokine-like protein Cl7 


591 


100 


925 


gi3406819 


Mus musculus 


growth factor receptor 


64 


60 


925 


gi 12724591 


Lactococcus 
lactis subsp. 
lactis 


UNKNOWN PROTEIN 


41 


37 


926 


gi!7975777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


926 


gi 133963 17 


Homo sapiens 


bAl220l.l (A novel protein (ortholog of 
the mouse vesicular inhibitory amino acid 
transporter, VIAAT)) 


2741 


99 
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926 


gi2587061 


Rattus 
norvegicus 


vesicular GABA transporter 


2694 


98 


927 


gi3097285 


Rattus 
norvegicus 


ZOG 


670 


39 


927 


gi802014 


Rattus 
norvegicus 


preadipocyte factor 1 


665 


39 


927 


gi 13365691 


Mus musculus 


111 /TN—Ia— 1*1 \ 

dlk (Delta like) 


649 


OA 

39 


928 


gi6624073 


Homo sapiens 


similar to hepatitis delta antigen 
interacting protein A ; similar to 

A A tlrtCftlO 1 /T»TT\.«r1 A OOO 1 A\ 

AAHUjyzo.l (r ID: g 148 o J 14) 


1757 


93 


928 


gil488314 


Homo sapiens 


hepatitis delta antigen interacting protein 
A 


274 


45 


928 


gil6768374 


Drosophila 
melanogaster 


GM03282p 


359 


37 


AAA 

929 


gi4337106 


Homo sapiens 


BAT4 


OCA 

864 


98 


929 


gi 14250638 


Homo sapiens 


Similar to DNA segment, Chr 17, human 
D6S54E 


OCA 

864 


no 

98 


929 


gi3941733 


Mus musculus 


BAT4 


581 


71 


930 


gi9759107 


Arabidopsis 
thaliana 


phosphate/phosphoenolpyruvate 
translocator protein-like 


AAA 

289 


30 


930 


gi2 1536504 


Arabidopsis 
thaliana 


phosphate/phosphoenolpyruvate 
translocator-Hke protein 


245 


27 


930 


gi8778643 


Arabidopsis 
thaliana 


F5011.25 


235 


29 


931 


gi5852981 


Homo sapiens 


cardiotrophin-like cytokine CLC 


1204 


99 


931 


gi 6007641 


Homo sapiens 


neurotrophm-l/B-cell stimulating factor-3 


1204 


99 


931 


gil5277895 


Homo sapiens 


Similar to cardiotrophin-like cytokine; 
neurotrophin-l/B-cell stimulating factor-3 


1204 


99 


932 


gi22003732 


Homo sapiens 


MTLC 


853 


99 


932 


gi 18490933 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10020B04 

> 

gene 


846 


98 


932 


gi20453974 


Mus musculus 


MT-MC1 


718 


82 


933 


gi9958075 


Arabidopsis 
thaliana 


Putative methionine aminopcptidase 


739 


53 


933 


gill 320956 


Arabidopsis 
thaliana 


methionine aminopeptidase-like protein 


739 


53 


933 


gi21 553973 


Arabidopsis 
thaliana 


methionyl aminopeptidase-like protein 


717 


52 ! 


934 


gi4104963 


Rattus 
norvegicus 


neurexophilin 4 


1493 


90 


934 


gil336013 


Mus musculus 


neurexophilin 2 


327 


65 


934 


gi4105164 


Homo sapiens 


neurexophilin 2 


323 


65 


935 


gil5025812 


Clostridium 
acetobutylicum 


Methyl-accepting chemotaxis protein 
with HA MP domain 


65 


38 




gll /zZ4yJo 


Trypanosoma 
brucei 


corset-associated protein 15 


63 


31 


935 


gil5025892 


Clostridium 
acetobutylicum 


Ribosome-associated protein Y (PSrp-1) 


48 


38 


936 


gil6197625 


Arabidopsis 
thaliana 


anaphase promoting complex subunit 1 1 


64 


32 


936 


gi 10834682 


Homo sapiens 


PP3958 


74 


46 


937 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


874 


99 


937 


gi202806 


Rattus 
norvegicus 


vasopressin receptor 


561 


68 


937 


gi21410402 


Mus musculus 


expressed sequence AI5 04961 


532 


67 
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938 


gil 1321325 


Homo sapiens 


Lin-7b 


1030 


100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog of mouse 
LIN-7B; mammalian LIN-7 protein 2 


1030 


100 


938 


gi3885828 


Rattus 
norvegicus 


1* i A 

lm-7-A 


iviy 


oo 
yo 


939 


gil4349125 


Homo sapiens 


alpha2-glucosyltransferase 


738 


96 


939 


gj35 13451 


Rattus 
norvegicus 


potassium channel regulator 1 


HI O 

/lo 


yo 


939 


gi21711799 


Drosophila 
melanogaster 


RH4430lp 


1 AO 

142 


52. 


940 


gil 2803 183 


Homo sapiens 


polypyrimidine tract binding protein 
(heterogeneous nuclear ribonucleoprotein 


132/ 


Ol 

yi 


(\Af\ 

940 


gi32354 


Homo sapiens 


nuclear ribonucleoprotein 


UZ, / 


Ql 

yi 


940 


gi35772 


Homo sapiens 


polypirimidine tract binding protein 


1 S97 


01 
y l 


941 


gio752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


OA/16 


QQ 

yy 


941 


gil6040981 


Mus musculus 


POEM 


884 


51 


941 


gi 15430246 


Mus musculus 


nephronectin short isoform 






942 


gi6752658 


Homo sapiens 


epidermal growth factor repeat containing 
protein 


3036 


98 


942 


gil 6040981 


Mus musculus 






j i 


942 


gil5430246 


Mus musculus 


nephronectin short isoform 


884 


51 


943 


gi 17980969 


Homo sapiens 


sel4-3r protein 


3 140 


QQ 

yy 


943 


gill385648 


Homo sapiens 


CTCL tumor antigen sel4-3 


3867 


99 


943 


gi7960216 


Homo sapiens 


RACK-hke protein PRKCBP1 


3124 


on 
yy 


944 


gil7980969 


Homo sapiens 


sel4-3r protein 


3140 


yy 


944 


gil3677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


944 


gil3677198 


Homo sapiens 


dJ569M23.L3 (protein kinase C binding 
protem 1, isoform 3 (DKFZp564P1772)) 


2638 


96 


945 


gi 17980969 


Homo sapiens 


sel4-3r protein 


3550 


84 


945 


gi 13677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2771 


100 


945 


gil3677198 


Homo sapiens 


dJ569M23.1.3 (protein kinase C binding 
protein 1, isoform 3 (DKrZp5o4P1772)) 


2638 


96 


946 


gil7980969 


Homo sapiens 


se!4-3r protein 


3550 


84 


946 


gil3677198 


Homo sapiens 


(1J569M23.L3 (protein kinase C binding 
protein 1, isoform 3 (DKFZp564P1772)) 


2380 


90 


946 


gil3677201 


Homo sapiens 


dJ569M23.1.2 (protein kinase C binding 
protein 1, isoform 2) 


2377 


90 


947 


gi 14043211 


Homo sapiens 


Similar to RLKEN cDNA 4931428F04 
gene 


2410 


98 


947 


gi22204070 


Macaca mulatta 


metabotropic glutamate receptor 1 


91 


42 


947 


gil70454 


Lycopersicon 
esculentum 


cell wall hydroxyproline-rich 
glycoprotein 


/U 


5y 


948 


gil4972753 


Streptococcus 

pneumoniae 

TIGR4 


alcohol dehydrogenase, zinc-containing 


51 


33 


948 


gi20152351 


Avian 
infectious 
bronchitis virus 


spike glycoprotein SI subunit 


68 


34 


948 


gi9658106 


Vibrio cholerae 


polyhydroxyalkanoic acid synthase 


67 


26 


949 


gil9387136 


Homo sapiens 


PYRIN-containing APAFl-like protein 5 


1738 


99 


949 


gi202806 


Rattus 


vasopressin receptor 


1037 


64 
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norvegicus 








949 


©21410402 


Mus musculus 


expressed sequence AI5 04961 


988 


63 


950 


gi3978472 


Rattus 
norvegicus 


potassium channel subunit 


5393 


88 


950 


gi20338417 


Gallus gallus 


potassium channel subunit 


4792 


88 


950 


gi7303760 


Drosophila 
melanogaster 


CG12904-PA 


981 


62 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


3535 


99 


951 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


3535 


99 


951 


gil3 157560 


Homo sapiens 


dJ964F7.1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3078 


99 


952 


gi 18606367 


Mus musculus 


RIKEN cDNA 4930570C03 gene 


715 


92 


952 


gi9971130 


Schizosaccharo 
myces pombe 


human downs syndrome critical region- 
like 


72 


31 


952 


gi5708224 


Rhodoblastus 
acidophilus 


LH2alpha5 


oU 


31 


953 


gil 5420879 


Mus musculus 


: — 

ankyrin repeat-containing SOCS box 

protein 10 


OA^I 
zUOi 


OZ 


953 


gi 18092200 


Homo sapiens 


ASB-10 


1 OAO 


QQ 

yo 


953 


gil803l949 


Mus musculus 


SOCS box protein ASB-18 


816 


45 


954 


gi491284 


synthetic 
construct 


IFN-pseudo-omega 2 


lyy 


QQ 


954 


gi386800 


Homo sapiens 


interferon-alpha 


330 


72 


954 


gi490110 


Homo sapiens 


interferon-omega 1 


330 


72 


955 


gi9844580 


Homo sapiens 


dJ1153D9.4 (novel protein) 


623 


84 


955 


gi9844579 


Homo sapiens 


dJ1153D9.3 (novel protein) 


450 


97 


955 


gil5928971 


Homo sapiens 


Similar to neuronal thread protein 


430 


90 


956 


gjl2804321 


Homo sapiens 


peroxisomal short-chain alcohol 
dehydrogenase 


685 


100 


956 


gil9113668 


Homo sapiens 


NADP-dependent retinol dehydrogenase 
short isoform 


878 


100 


956 


gil 1559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


957 


gil2718818 


Mus musculus 


sulfhydryl oxidase 




AC\ 

4y 


957 


gil27 18820 


Rattus 
norvegicus 


sulfhydryl oxidase 

_ — . 


/i on 

4sy 


4/ 


957 


gi 124839 19 


Rattus 
norvegicus 


FAD-dependent sulfhydryl oxidase-2 
— — — - — — — — 


/ICQ 

4ey 


4/ 


958 


gn29jo0oU 


Homo sapiens 


acid phosphatase 


ZZDZ 


l An 


958 


gi 1295 8663 


Homo sapiens 


acid phosphatase variant 3 


IZoj 


oo 
yy 


958 


gj52871 


Mus musculus 


lysosomal acid phosphatase 




4j 






nUJilU oapiCIld 


alalia i~aiiuu.ypdiu 


1703 


100 


959 


gi6855601 


Homo sapiens 


PRO0684 


1703 


100 


959 


gil 1493443 


Homo sapiens 


PRO2209 


1703 


100 


960 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1080 


100 


960 


gil 1493443 


Homo sapiens 


PRO2209 


1080 


100 


960 


gil 77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1080 


100 


961 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1239 


100 


961 


gil 1493443 


Homo sapiens 


PRO2209 


1239 


100 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


1239 


100 


962 


gi28966 


Homo sapiens 


alpha 1 -antitrypsin 


1574 


93 


962 


gil 1493443 


Homo sapiens 


PRO2209 


1574 


93 
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962 


gi 177829 


Homo sapiens 


al pha- 1 -antitrypsin 


1574 


93 


963 


gi6706993 


Streptomyces 

coelicolor 

A3(2) 


methyltransferase 


83 


26 


963 


gi7303904 


Drosophila 
melanogaster 


CG13954-PA 


85 


53 


964 


gi2632092 


Pongo 
pygmaeus 


fertilin alpha protein 


4128 


92 


964 


gi794073 


Macaca 
fascicularis 


fertilin alpha-I 


3136 


74 


964 


gil841702 


Macaca 
fascicularis 


fertilin alpha-I isoform 


3136 


74 


965 


gi41 07229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi4107231 


Homo sapiens 


lipophilin B 


267 


60 


965 


gil7887359 


Qryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


966 


gi3335100 


Homo sapiens 


CD39L3 


2816 


100 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside triphosphate 
diphosphohydrolase 3 


2413 


99 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gil80251 


Homo sapiens 


precerebellin 


549 


57 


967 


gi5702371 


Mus musculus 


precerebellin-1 


542 


56 


968 


gil 7390957 


Mus musculus 


Similar to RIKEN cDNA 2010001E1 1 
gene 


129 


32 


968 


gil6410838 


Listeria 

monocytogenes 


similar to multidrug-efflux transporter 


95 


27 


968 


gi4914624 


Listeria 

monocytogenes 


multidrug resistance transporter 


95 


27 


969 


gil7390957 


Mus musculus 


Similar to RIKEN cDNA 2010001E1 1 
gene 


191 


26 


969 


gi2828808 


Bacillus subtilis 


glucose transporter 


100 


23 


969 


gi 14023 148 


Mesorhizobium 
lot! 


probable fosmidomycin resistance protein 


112 


25 


970 


gil3161123 


Homo sapiens 


transcript Y 10 


151 


54 


970 


gi4545317 


Acipenser 
ruthenus 


immunoglobulin light chain precursor 


160 


25 


970 


gi9937599 


Salmo trutta 


MHC class I heavy chain 


160 


31 


971 


gi4160197 


Homo sapiens 


dJ327J16.2 (supported by GENSCAN 
and GENEWISE) 


2515 


99 


971 


gi2253263 


Rattus 
norvegicus 


neuronal pentraxin receptor 


2238 


89 


971 


gi 12744624 


Mus musculus 


neuronal pentraxin receptor 


2212 


88 


972 


gi4760782 


Mus musculus 


Ten-m4 


4188 


96 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi5307785 


Danio rerio 


ten-m4 


3537 


78 


973 


gil4714932 


Homo sapiens 


Similar to nuclear factor (erythroid- 
derived 2)-like 1 


3770 


100 


973 


gi473090 


Mus musculus 


NFE2-related factor 1 


3644 


96 


973 


gi3978250 


Mus musculus 


Nrfl splice variant D 


3280 


96 


974 I 


gi7716100 


Rattus 
norvegicus 


selective LIM binding factor 


8413 


95 


974 


gil7044301 


Leishmania 
major 


possible LIM-binding factor 


2139 


36 


974 


gi 10440379 


Homo sapiens 


FLJ00025 protein 


135 


25 
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IU Villi I J 


975 


gi20799661 


Mus musculus 


mucolipin-2 


1593 


72 


y id 


gl/UVo / 55 5 


ivius muscuius 


PTVT7M r*TYNIA HOdOOOCCUi crf»r»p 
XVlJvtirN CU1NA jjUWUZLiVrT £CIlC 


1^00 
ijy\j 


71 


975 


gil9072756 


Mus musculus 


mucolipin-3 


1136 


51 


y /o 


m o a*7 n n ^ a i 

gizu/yyooi 


Mus musculus 


mucolipin-2 




OD 


y /o 


gi2iryo/535 


Mus musculus 


KJisJiJN CL/fNA 35UUuuz\ah- gene 


Lyy i 




976 


gil9072754 


Homo sapiens 


mucolipin-3 


1674 


59 


yll 


gl40JU20 


Mus musculus 


rm-2/lac£ rusion protem 


QCC 

yoo 


yo 


977 


gil4193747 


Mus musculus 


zinc finger 142 


258 


24 


977 


gil5l0147 


Homo sapiens 


similar to Human zinc finger 
protein (ZJNr 142; 


00*3 

223 


2U 


978 


gn0581238 


. 

Halobacterium 
Sp. JNKC-1 


Vngl /o3n 


S.A 
54 


AC 


978 


gil9699294 


Arabidopsis 

4-1* m1 

tnauana 


AT3g48750/T21J18_20 


73 


30 


y/y 


gi/yjy/z4 


Homo sapiens 


DBfWOOG 

rKUuyzy 


03 


jU 


y/y 


gU354U242 


Anopheles 
stephensi 


NADH dehydrogenase subunit 5 


oz 


^1 
3 1 


A "7 A 

979 


gliuy04o4/ 


Methanosarcina 
mazei Goel 


8-oxoguanine DNA glycosylase 


&A 


*fO 


980 


gi5281519 


Homo sapiens 


HTRA serine protease 


2164 


100 


980 


•ir 1 1ACA 

gll5 13059 


Homo sapiens 


serin protease with IGF-binding motif 


zioh 


i nn 


980 


gil621244 


Homo sapiens 


novel serine protease, PRSS1 1 


2164 


100 


981 


gi7008025 


Callithrix 
jacchus 


prochymosin 


832 


Oo 


981 


gi 1985 1892 


Bos taurus 


chymosin precursor 


515 


11 


981 


gi 162860 


Bos taurus 


preprochymosin b 


/52 


52 


982 


gil846l371 


Rattus 
norvegicus 


sulfataseFP 


276 


68 


982 


gi2 196 1489 


Mus musculus 


— — 

Similar to sulfatase FP 


OOA 

2/0 


08 


982 


• i e A*} f\*\ A A 

gi 15 430244 


Coturnix 
coturnix 


N-acetylglucosamine-6-sulfatase 


203 




983 


gi3043872 


Lactococcus 
lactis 


transmembrane protein Tmp3 


/CO 

oy 


32 


983 


gi 17428 881 


Ralston i a 
solanacearum 


r , A\TODD\ADr\ I_TV/"TD ATITDTI A X 

CUNofcKVbD HYrUlHiillL/AL 


/CO 

02 


34 


983 


gl433 /U / 


Zea mays 


prolin rich protein 


05 


HO 1 


984 


g!OUli4oJ 


ootnrops 
jararaca 


carboxypeptidase homolog 


COA 

oZO 


**0 


no a 


giy55844o 


Mus musculus 


carboxypeptidase R 


C19 
olZ 


HD 


984 


gi741oy67 


Mus musculus 


thrombin-activatable fibrinolysis inhibitor 


on 
812 


45 


985 


glOu 13405 


Bothrops 
jararaca 


carboxypeptidase homolog 


CO /C 
520 


HO 


nor 

yo5 


giy55o44o 


Mus musculus 


carboxypeptidase R 


CI 7 
Ol2 


45 




/*+ 1U7U/ 


\A 1 1 e m 1 1 c/* t i 1 i i e 
IViub IllliaUUlUb 


LliJ Ul JlUlIJ-tlCU VdltlUlC llUililUljrolo iilll J LM.IUI 


81? 




986 


gi 11545707 


Homo sapiens 


ISCU2 


845 


100 


986 


gi20381021 


Mus musculus 


RIKEN cDNA 2310020H20 gene 


807 


96 


986 


gi 11545705 


Homo sapiens 


ISCU1 


663 


99 


987 


gi!2314022 


Homo sapiens 


dJ553F4.4 (Novel protein similar to 
Drosophila CG8055 protein) 


881 


89 


987 


gi22417143 


Homo sapiens 


CGI-301 protein 


853 


100 


987 


gi!3182765 


Homo sapiens 


CDA04 


560 


60 


988 


gi52959 


Mus musculus 


precursor polypeptide (AA -26 to 108) 


146 


34 


988 


gi 198922 


Mus musculus 


lymphocyte differentiation antigen 


145 


34 


988 


gi 198926 


Mus musculus 


Ly-6A.2 alloantigen 


145 


34 
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Pprppiif a op 

identity 


990 


m 15990480 


TTmrm QaniPTW 


.Similar tn AP-hindinPTirotein 2 


1570 


100 


990 


gi4106464 


Mus musculus 


AE-1 binding protein AEBP2 


1555 


98 


990 


m2 1595036 


IVXUo IXlUoVUlUD 


AP HinHfnp rwotpiti 9 


1555 


98 


991 


gi23903 


Homo sapiens 


63kDa protein kinase 


2897 


99 


yyi 




P affile 

I1U1 VCgll/Ua 


ovfro p <a1 liif at* ci<m!it-r^1{ifpfl IHfiaQP ^ 
CAUdUCllUldl MgIldl~10idl.CU {Ulladb J 


1400 
ityy 


69 


yy x 


jjl ivJUlrtJ / 


XXU1I1U bdJJlCllO 


ERK-3 


1492 


62 


992 


d 1701 6067 

gll / UJU7U/ 


xxuiiiu odUJCU2> 


X> UjV1> V>JJi 


3403 


90 




^17861384 

X / OU1J o*t 


T-fATTlf* CnTYIPTIC 

xxuiiiu oapjciid 


lies jji in a> gcuiiiiia 


3403 


90 


009 
yy** 


tri9 1748545? 


Hr\mrt cimpnc 

nuiiiu oapicxia 


PT Tftn^47 nrntpin 




00 
y\j 


993 


ui2007071 1 


Wait* a curiipnc: 


similar to RIKFN cDNA 9110044D20 


997 


100 


yyj 




lVlllo IIlUMxUJUo 


Similar tn RTKFN pDNA 9^1 0044D90 

Olllllldl IU 1\XIV1_*J.N L/.L/l^.TTL Zf J 1 Uu""JL/Z<V 

gene 


626 


68 


993 


m7304139 


DrocAnhila- 
melanogaster 


CG12159-PA 


111 


28 


994 


gi 14278927 


Mus musculus 


gliacolin 


866 


68 


994 


gil0566471 


Mus musculus 


Gliacolin 


866 


68 


994 


a3747099 


Mus itiii*;p.ii1ii<5 


Clo-related factor 


734 


67 


995 


gi20987689 


Homo sapiens 


Similar to allantoicase 


1838 


99 


90S 
yy<j 


pi1471R64R 

gl It/ 1 0\rtO 




allantAipacp 


1633 


99 


995 


gi9255889 


Mus musculus 


allantoicase 


1476 


77 


007 
yy t 


oi95999ftR 


nomu bdUlCIld 


l?a<!-nT?P9 


6407 


00 

y y 


007 
yy 1 


cnSRR9900 


riomo sapiens 


ixab guduijic iiuuieoiiue CAcndngc idoiui z 


64fi1 


00 


997 


gi57665 


Rattus rattus 


P140 RAS-GRF 


4121 


65 


008 
yyo 


gizzujo iDy 


Homo sapiens 


ziziminl 


oZ>*fn 


i no. 


998 


gil4597976 


Homo sapiens 


human CLASP-4 


3533 


56 


998 


gi550420 


Rattus 
norvegicus 


trg 


2842 


87 


999 


gil7861850 


Drosophila 
melanogaster 


GM03763p 


334 


70 


999 


gil7862036 


Drosophila 
melanogaster 


LD05823p 


265 


47 


999 


gil0l78624 


Mus musculus 


SETA binding protein 1; SB1 


215 


45 


1 AAA 
1000 


gl2 135*4273 


Homo sapiens 


SAC2 suppressor of actin mutations 2- 
like (yeast) 


Jo2o 


1 AA 
100 


1 AAA 

1000 


gl 1404 1 697 


Homo sapiens 


dJ1033B10.5.1 (SAC2 (suppressor ot 
actin mutations 2, yeast, homolog)-like 
(AKlilj, isotorm I) 


3587 


AA 

99 


1000 


gj3850063 


Rattus 
norvegicus 


ARE1 


3576 


98 


1 AA1 
1001 


gU4J«DJ4 


Rattus 
norvegicus 


„ A A 

rAy 


A AAA 


/CI 

01 


1 AA1 
1001 


gll43o->j2 


Rattus 

n rvrvpcyi pi i c 
llul VGgll/lla 


rAI 


4 JO 


36 


1001 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-A1 


407 


35 


1002 


gil438534 


Rattus 
norvegicus 


rA9 


4002 


61 


1002 


gi9438033 


Homo sapiens 


ser/arg-rich pre-mRNA splicing factor 
SR-A1 


407 


35 


1002 


gil0440402 


Homo sapiens 


FLJ00034 protein 


407 


35 


1003 


gil675220 


Cricetulus 
griseus 


SREBP cleavage activating protein 


6200 


92 


1003 


gi20378357 


Drosophila 


ER-golgi escort protein 


810 39 
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melanogaster 








1003 


gil0728147 


Drosophila 
melanogaster 


CG8356-PA 

f 


810 


39 




gllZCOZoM 


Homo sapiens 


potassium cnannei moumatory iacior 


1QR7 

lyo i 








Mus musculus 


ucd i-y i 


1451 


yo 


1004 


gil6768790 


Drosophila 
melanogaster 


LD03515p 


876 


63 


inn*; 


ni "711 f\ <S17 


Arabidopsis 

Ulalialld 


L/jNA-uirecieu ixina polymerase \ca^ 
0 7 7 a"\ TT Inrop^ rhnrn 


171 


70 




gllODUO 


/vraDiaopsis 

TnOllQTIQ 

Ulailalla 


i\iNx\ puiyiiiei die ii 


171 




inn*? 


oi 1 6AQA 


/\XoUl U vpolb 

thaliana 


T"VWA-nirpr*tpf! RMA nnlvmpra«:p 

L/IN /VU11 ClACU rvL^yx JJUlJfllldabG 


173 


29 


ioo£ 


mil 875^ 1 R 


A/TlTC 1 TVI1 lPOl 1 If 1 C? 

iviiio mubi/iuub 


oyilapiUuxgllllU vvi 1 1 


2004 


89 


AUUO 


m , y^A^(\^ ka 


A^ne YmicoiiliTC 
IVlUo inUbt/UlUo 


c\/ti Qtvt'rYf'ci mniTi 1 \ 

ayiidpiuuiguiJJi XJ 


2004 




1006 


gillll9239 


Rattus 
nurvcgii/Ub 


synaptotagmin 13 


2000 


89 


1007 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


lUU/ 


mil 

gii io**zjyi 


Mus musculus 


KanxJJr //lmpomn / 


541 R 


00 


1007 


gi 11544639 


Homo sapiens 


importin7 


5307 


100 


1 aao 
1008 


gl55 /oSO© 


Homo sapiens 


dJ4 /DJo /.2 (novel protein; 




QO 


i nno 
lOUo 


gi 18676522 


Homo sapiens 


rUUUl jo protein 


1517 


inn 


1008 


gi21595156 


Mus musculus 


Similar to RIKEN cDNA 5830482G23 
gene 


1151 


71 


1009 


™ A A AiCI AO 

gi4406393 


Bos taurus 


differentiation enhancing factor 1 


wyy 


05 


1 A AO 

looy 


gl4063614 


Mus musculus 


ADP-ribosylation factor-directed GTPase 
activating protein isoform a 


4£04 


04 


1 AAA 


gl4U(uOlO 


Mus musculus 


A jj r -n d osyi an on lacior-Qireciea 01 rase 
activating protein isoionn 0 


J 150 


70 

/y 


1010 


gil6411927 


Listeria 

monocytogenes 


lmo2439 


57 


52 


1010 


gi!6415055 


Listeria innocua 


Hn2533 


61 


57 


1010 


gi2983786 


Aquifex 
aeolicus 


glucose- 1 -phosphate 
thym idyl yltransferase 


/u 




1011 


gi9280405 


Homo sapiens 


adlican 


1631 


47 


1011 


gil3872813 


Homo sapiens 


tibulin-6 




Z5 


1011 


gi3328186 


Caenorhabditis 
elegans 


hemicentin precursor 


ton 

539 




1012 


gi4001698 


Sus scrofa 


mat-8 


67 


30 


1012 


gi2622724 


Methanothermo 
bacter 

thermautotrophi 
cus str. Delta H 


conserved protein 


82 


n A 

29 


1012 


gi498166 


Mus musculus 


zona-pellucida-binding protein (sp38) 


85 


27 


1 A1 Q 


gll /M lolo 


Homo sapiens 


q:„;i 0 _. +a t> tv"BXT #»TYM A 111 0017n77 

oimuar to kikeiN cuna \ i iuujzuzz 
gene 


140<S 




1013 


gi7211438 


Homo sapiens 


golgin-67 


100 


30 


1013 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pi 7 protein 


84 


29 


1014 


gil7511816 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10032022 
gene 


878 


100 


1014 


gi6003208 


Human 

immunodeficien 
cy virus type 1 


pl7 protein 


84 


29 
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1014 


gi21 957065 


Yersinia pestis 
KIM 


uroporphyrinogen III methylase 


90 


34 


1015 


gi2246401 


Homo sapiens 


centrin 


842 


100 


1015 


gil3529248 


Homo sapiens 


centrin, EF-hand protein, 3 (CDC31 yeast 
homolog) 


839 


99 


1015 


gi2246424 


Mus musculus 


centrin 


832 


98 


1016 


gil7428765 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


530 


43 


1016 


gil5 155946 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 


AGR_CJ725p 


379 


41 


1016 


gil5073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


372 


39 


1017 


gi 17428765 


Ralstonia 
solanacearum 


CONSERVED HYPOTHETICAL 
PROTEIN 


381 


A O 

43 


1017 


gi 15073913 


Sinorhizobium 
meliloti 


CONSERVED HYPOTHETICAL 
PROTEIN 


367 


AO 

48 


1017 


gil2543118 


Corynebacteriu 
m glutamicum 


RXC01693 


ZOJ 


on 

oU 


1018 


gi6693701 


Homo sapiens 


melanopsin 


2Z34 


yl 


1018 


gi2 1928729 


Homo sapiens 


seven transmembrane helix receptor 


2190 


99 | 


1018 


gi6693703 


Mus musculus 


melanopsin 


1735 


73 


1019 


gi439296 


Homo sapiens 


garp 


822 


37 


1019 


gi6572272 


Homo sapiens 


dJ756G23.1 (novel Leucine Rich Protein) 


243 


34 


1019 


gi!9344010 


Homo sapiens 


insulin-like growth factor binding protein, 
acid labile subunit 


293 


29 


1020 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA synthetase 1 


1346 


99 


1020 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA synthetase 


1346 


99 j 


1020 


gi5019275 


Bos taurus 


xenobiotic/medium-chain fatty acid:CoA 
ligase form XL-IH 


1088 


78 


1021 


gi6650766 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor I 


6216 


100 


1021 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5822 


98 


1021 


gil8874700 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
PDZ-GEF2B 


5803 


98 


1022 


gi20386206 


Homo sapiens 


PDZ domain-containing guanine 
nucleotide exchange factor PDZ-GEF2 


5942 


100 


1022 


gi 18 874700 


Homo sapiens 


Rapl guanine nucleoti de-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gi 18 874698 


Homo sapiens 


Rapl guanine nucleotide-exchange factor 
PDZ-GEF2A 


5923 


99 


1023 


^13810306 


Homo sapiens 


transmembrane protein 7 


268 


37 


1023 


gi 18250724 


Mus musculus 


transmembrane protein 7 


264 


37 


1023 


gizU2/uyu/ 


Oncorhynchus 
mykiss 


V ho v-induced protein- j 


Z4.3 


n 

3D 


1024 


gi21 779869 


Homo sapiens 


IL-17RE 


2896 


100 


1024 


gi21779866 


Mus musculus 


IL-17RE 


1394 


74 


1024 


gi2l779857 


Homo sapiens 


IL-17RC 


246 


29 


1025 


gi21779869 


Homo sapiens 


IL-17RE 


2928 


100 


1025 


gi2 1779866 


Mus musculus 


IL-17RE 


1388 


75 


1025 


gi21779857 


Homo sapiens 


IL-17RC 


246 


29 


1026 


gil4150450 


Rattus 
norvegicus 


UDP-GalNAc:polypeptide N- 
acetylgalactosaminyltransferase T9 


1352 


93 


1026 


gil6769916 


Drosophila 


SD10722p 


473 


38 
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melanogaster 








1026 


gi21 627105 


Drosophila 
melanogaster 


CG30463-PA 


/in 
41 / 


Jo 


1027 


gil5217067 


Homo sapiens 


stem cell factor isoform 1 


1 A1 1 

1013 


95 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1013 


95 


1027 


gi 1827477 


Felis catus 


stem cell factor 


893 


84 


1028 


gil377894 


Homo sapiens 


OB-cadherin-1 


1478 


64 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1478 


64 


1028 


gi506404 


Homo sapiens 


cadherin-11 


1474 


63 


1029 


gil377894 


Homo sapiens 


OB-cadherin-1 


1628 


56 


1029 


gil377895 


Homo sapiens 


OB-cadherin-2 


1628 


56 


1029 


gi506404 


Homo sapiens 


cadherin-1 1 


1623 


56 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator protein for 
secretion 


6314 


90 


1030 


gi577428 


Rattus 
norvegicus 


Ca2+-dependent activator protein; 
calcium-dependent actin-binding protein 


5003 


96 


1030 


gi6980012 


Drosophila 
melanogaster 


secretion calcium-dependent activator 
protein 


3540 


60 


1031 


gi217705 


Sus scrofa 


dipeptidase precursor 


781 


51 


1031 


gi2102 


Sus scrofa 


dipeptidase 


781 


51 


1031 


gi8248922 


Homo sapiens 


renal dipeptidase; RDP 


762 


50 


1032 


gil8073362 


Homo sapiens 


cystine/glutamate transporter 


2552 


100 


1032 


gill493652 


Homo sapiens 


calcium channel blocker resistance 
protein CCBR1 


2552 


100 


1032 


gil3924720 


Homo sapiens 


cystine/glutamate transporter xCT 


2552 


100 


1033 


gil7028348 


Homo sapiens 


Similar to methylenetetrahydrofolate 
dehydrogenase (NADP+ dependent), 
methenyltetrahydrofolate cyclohydrolase, 
formyltetrahydrofolate synthetase 


3748 


100 


1033 


gi20987924 


Mus musculus 


Similar to DKFZP586G1517 protein 


3473 


92 


1033 


gi307178 


Homo sapiens 


MDMCSF (EC 1.5.1.5; EC 3.5.4.9; EC 
6.3.4.3) 


2839 


62 


1034 


gi632676 


Saccharomyces 
cerevisiae 


Ylr410wp 


598 


44 


1034 


gi4070 


Saccharomyces 
cerevisiae 


nufl 


120 


20 


1034 


gi312175 


Saccharomyces 
cerevisiae 


SPC110/NUF1 


120 


20 


1035 


gil 1066463 


Rattus 
norvegicus 


RhoGEF glutamate transport modulator 
GTRAP48 


5589 


80 


1035 


gil9387126 


Mus musculus 


guanine nucleotide exchange factor 


1794 


37 


1035 


gi7110l60 


Homo sapiens 


guanine nucleotide exchange factor 


1792 


37 


1036 


gi2921821 


Rattus 
norvegicus 


cytochrome P450 IIE1 


68 


28 


1036 


gi8515399 


Human 
respiratory 
syncytial virus 


attachment glycoprotein G 


64 


29 


1036 


gi5901834 


Drosophila 
melanogaster 


BcDNA.GH09358 


95 


23 


1037 


gil7128288 


synthetic 
construct 


Primer 1 


1689 


100 


1037 


gi20269957 


Sus scrofa 


phospholipase C delta 4 


1469 


85 


1037 


gi21307610 


Mus musculus 


phospholipase C delta 4 


1327 


77 


1038 


gi6978948 


Homo sapiens 


vaccinia related kinase 3 


76 


24 
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1038 


gi349667 


Carnobacterium 
piscicola 


carnobacteriocin A 


60 


41 


1038 


gi406315 


Carnobacterium 
piscicola 


piscicolin 61 


60 


41 


1039 
_ 


gi4159884 


Homo sapiens 


similar to mouse olfactory receptor 13; 
similar to P34984 (PID:g464305) 


1597 


99 


1039 


gi9368991 


Homo sapiens 


dJ1005Hll.l (7 TRANSMEMBRANE 
RECEPTOR (RHODOPSIN FAMILY) 
(OLFACTORY RECEPTOR LIKE) 
PROTEIN)) 


1410 


100 


1039 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1323 


81 


1040 


gi311626 


Homo sapiens 


thrombospondin-4 


4787 


99 


1040 


gi3860231 


Mus musculus 


thrombospondin-4 


4557 


93 ! 


1040 


gi929835 


Rattus 
norvegicus 


thrombospondin-4 


4547 


93 


1041 


•1 4 a Ann 

gi 14043083 


Homo sapiens 


sperm associated antigen 9 


660 


100 


1041 


gi3 116015 


Homo sapiens 


sperm specific protein 


273 


98 


1041 


gil0801148 


Mus musculus 


JNK/SAPK-associated protein 1 


98 


41 


1042 


gi2 1654741 


Homo sapiens 


peptide/hisudine transporter 


1746 


98 ! 


1042 


gi2208839 


Rattus 
norvegicus 


peptide/histidine transporter 


1469 


79 


1042 


gi 167407 19 


Mus musculus 


Similar to peptide transporter 3 


1453 


83 


1043 


gi2 1392228 


Drosophila 
melanogaster 


RH61354p 


1221 


41 


1043 


gil9353264 


Homo sapiens 


Similar to dishevelled associated activator 
of morphogenesis 2 


2224 


65 


1043 


gi2947238 


Homo sapiens 


diaphanous I 


717 


32 


1044 


gi!5929979 


Homo sapiens 


Similar to zinc finger protein 345 


2476 


100 


1044 


gi 18643 896 \ 


Homo sapiens 


zinc finger protein 


1656 


53 


1044 


gil020145 


Homo sapiens 


DNA binding protein 


1656 


53 


1045 


gil2655913 


Homo sapiens 


sprouty-4A 


386 


98 


1045 


gi4850326 


Mus musculus 


sprouty-4 


323 


81 


1045 


gi5917720 


Mus musculus 


sprouty 4 


323 


81 


1046 


gi4539525 


Homo sapiens 


NAALADase 11 protein 


3881 


100 


1046 


gi32 11746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypeptidase 


2824 


70 


1046 


gi2897946 


Homo sapiens 


prostate-specific membrane antigen 


2787 


69 


1047 


gi5420389 


Leishmania 
major 


proteophosphoglycan 


139 


23 


1047 


gi915207 


Sus scrofa 


gastric mucin 


123 


22 


1047 


gi 13592 175 


Leishmania 
major 


PPg3 


125 


23 


1048 


gi5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


2104 


54 


104o 


gloUiUZl 1 


Homo sapiens 


semaphorin receptor 


2103 


54 


1048 


gi!655432 


Mus musculus 


plexin 2 


1517 


30 


1049 


gil5990515 


Homo sapiens 


Similar to RIKEN cDNA 0610020102 
gene 


3035 


100 


1049 


gi 18380977 


Mus musculus 


RIKEN cDNA 0610020102 gene 


2792 


92 


1049 


gi2384732 


Rattus 
norvegicus 


NAC-1 protein 


1269 


57 


1050 


gil5088540 


Homo sapiens 


sterolin-2 


3127 


99 


1050 


gil 1692802 


Homo sapiens 


ABCG8 


3123 


99 


1050 


gil5 146444 


Homo sapiens 


sterolin-2 


3120 


99 


1051 


gil2652851 


Homo sapiens 


potassium channel modulatory factor 


1987 


100 
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1051 


gi4838557 


Mus musculus 


DEBT-91 


1453 


96 


1051 




JL/1 UoUUIUm 

m pi a n apji «rfer 

i 111/1 CU 1 UgOO Iwl 


LD03515n 


87fi 


Oj 


1052 


gi33730 


TJnmn cnnipnc 


lrnrnnnrtCTlrthtiliVi lamhrla licrl^t r»hoin 
1111111 uuugiuumiii laiiiuud ligni Lfldiii 


f IO 


71 
/ 1 


1052 


gi33395 


Homo sapiens 


lambda-chain precursor (AA -20 to 215) 


703 


70 


1052 


m33744 


XlUiilU odUldlo 


ITYirniiTlrtolrtTviliti lamVwlo HoV»t r»Vi?a in 
lllllliUJIUglUUUilll lalUUUd. llgill WJlaLIl 


607 


oo 


1053 


fH? 138877^ 




juiiigic-cunutining pruicin 


LODZ, 


1 AA 


1053 


gi21623530 


Homo sapiens 


kringle-containing transmembrane protein 


1238 


99 


ivJJ 


oi7 1^88775 

gl&UOO / / J 


Hn»Y^/\ conionc 

xiuint) adpieiib 


Krmgie-coniaining proiein 


1 *yA i 
1/41 


^ aa 
1UU 




oil 44Q«9A 


nomo Sapiens 




4Z1 


AQ 
HO 


1054 


gil 8490143 


Homo sapiens 


CMRF35 leukocyte imrnunoglobulin-like 
rcLcpior 


421 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


421 


48 


1 UJj 


oi44£R95£ 

gl^OOZJU 


riomo sapiens 


iYLriL^ ciass i antigen 


1 Q7A 

iy /4 


1 AA 
1UU 


ins*; 


glJZl oy 


Homo sapiens 


rtLA-Ai iti protein precursor (AA -z4 to 
341) 


1 Ol O 

iyiz 


y/ 




mAS70A0 


Homo sapiens 


TTT A All ATI 1 

rlLA-Al i antigen Al 1.1 


1912 


yf 


1056 


gi21667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


741 


100 


1 n^A 


gID / / 3/ 


Rattus rattus 


potential ligand-binding protein 


215 


35 


1056 


gil 1877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligandbinding protein RY2G5 (Rat)) 


176 


32 


1057 


gi21667214 


Homo sapiens 


bactericidal/permeability-increasing 
protein-kke 3 


2226 


99 


1 A<*7 


glD / 152. 


Rattus rattus 


potential ligand-binding protein 


579 


32 


1057 


gil 1877276 


Homo sapiens 
. 


dJ726C3.5 (ortholog of potential 
Iigand_binding protein RY2G5 (Rat)) 


540 


31 


1 A^S 


gh£l00/Zl4 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 3 


1919 


99 


1058 


gi57732 


Rattus rattus 


potential ligand-binding protein 


485 


33 


1 A^S 


gli I0//Z/O 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
ligandjrinding protein RY2G5 (Rat)) 


447 


31 


iuoy 


glZlOO/Zl*t 


Homo sapiens 


bacteri ci dal/perrneability- increasing 
protein-like 3 


1842 


100 


i a^g 


glO / /JZ ; 


Kattus rattus 


potential ligand-binding protein 


485 


33 


1059 


gil 1877276 


Homo sapiens 


dJ726C3.5 (ortholog of potential 
Iigand binding protein RY2G5 (Rat)) 


447 


31 


1 a/ca 


giziyi 1 


Homo sapiens 


polypeptide 7B2 precursor 


1148 


100 




gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1148 


100 


1 A/JA 


gll3529I58 


Homo sapiens 


secretory granule, neuroendocrine protein 

1 ______ x *„\ 

1 (/B2 protein) 


1131 


99 


1 A£1 
lUOl 


gtlooyooUl 


Homo sapiens , 


Smith-Magenis syndrome chromosome 
region candidate 7 protein 


2325 


100 


1061 


d 15073752 


Si n nrhi 7rtHt 11 m 

OlllUl \.WL\j\j\ Ulll 

meliloti 


SIGNAL PEPTIDE PROTEIN 


on 


zy 


1061 


gi 13623063 


Streptococcus 
pyogenes Ml 
GAS 


heat shock protein - cochaperonin 


70 


32 


1062 


gi4128041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


1062 


gi 14286272 


Homo sapiens 


claudin 6 


826 


71 


1063 


gi 14286258 


Homo sapiens 


ribosomal protein L29 


432 


65 i 


1063 


gil215742 


Homo sapiens 


HIP 


432 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


432 


65 
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1064 


gi6601555 


Rattus 
norvegicus 


glutamate receptor interacting protein 2 


3560 


86 


1 f\CA 

1064 


gi3639077 


Rattus 
norvegicus 


AMPA receptor binding protein 


2743 


88 


1064 


gi 1890856 


Rattus 
norvegicus 


AMPA receptor interacting protein GRIP 


1925 


59 


1 A£C 

IOoj 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


IUoj 


gil771282 


Mus musculus 


mDab555 protein 


2797 


96 


1065 


gi22095317 


Gallus gallus 


disabled- 1 


2630 


90 


1066 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


164 


86 


1066 


gi4336401 


Homo sapiens 


beta glucuronidase isoform d 


127 


72 


1066 


gi4336402 


Homo sapiens 


beta glucuronidase isoform c 


127 


72 


1067 


gj 15430703 


Homo sapiens 


testis specific serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1686 


89 


1067 


gj 15283993 


Homo sapiens 


testis-specific serine/threonine kinase 1 


1230 


77 


1068 


gi 13543568 


Homo sapiens 


prostaglandin D2 synthase (21kD, brain) 


977 


96 


1068 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


977 


96 


1068 


gi 189772 


Homo sapiens 


prostaglandin D2 synthase 


977 


96 


1069 


gil3279311 


Homo sapiens 


Similar to RIKEN cDNA 1500017E18 

gene 


1416 


96 


1069 


gi 143367 18 


Homo sapiens 


similar to HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


RIKEN cDNA 1500017E18 gene 


1151 


79 


1070 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1795 


99 


1070 


gi757784 


Canis ramiliaris 


annexin Xlllb 


1621 


89 


1070 


gi21218387 


Oryctolagus 
cuniculus 


annexin Xlllb 


1589 


88 


1071 


gi21707908 


Homo sapiens 


solute carrier family 6 (neurotransmitter 
transporter, GABA), member 1 


3129 


98 


1071 


gi31658 


Homo sapiens 


GABA transporter 


3114 


98 


1071 


gi204222 


Rattus 
norvegicus 


GABA transporter protein 


3097 


96 


1072 


gi7 160975 


Homo sapiens 


voltage-gated sodium channel beta-3 
subunit 


834 


100 


1072 


gi7161889 


Rattus 
norvegicus 


voltage-gated sodium channel beta-3 
subunit 


823 


98 


1072 


gil4165176 


Rattus 
norvegicus 


sodium channel beta 3 subunit 


823 


98 


1074 


gil 8676470 


Homo sapiens 


FLJ00132 protein 


2515 


99 


1074 


gi2 1430928 


Drosophila 
melanogaster 


SD27341p 


324 


38 


1074 


gi20197056 


Arabidopsis 
thaliana 


expressed protein 


206 


29 


1075 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


949 


54 


1075 


gi2295223 


unidentified 


GALACTOSYLTRANSFERASE- 
SIALYLTRANSFERASE HYBRID 
PROTEIN 


856 


48 


1075 


gi29434 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


856 


48 


1076 


gil 3344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


2223 


100 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 1 


2002 


99 


1076 


gil5928451 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1649 


76 
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1077 


gi 13344997 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 2 


1662 


96 


1077 


gi!3344995 


Homo sapiens 


Cat Eye Syndrome critical region protein 
isoform 1 


1662 


96 


1077 


gi 1592845 1 


Mus musculus 


Similar to cat eye syndrome chromosome 
region, candidate 5 


1294 


75 


1078 


gil77870 


Homo sapiens 


alpha-2-macrogIobulin precursor 


2714 


39 


1078 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2708 


39 


1078 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2700 


39 


1079 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


1300 


34 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1079 


gk 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


1296 


35 


1080 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


806 


32 


1080 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin precursor 


769 


31 


1080 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


769 


31 


1081 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


2732 


40 


1081 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2726 


40 


1081 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2718 


39 


1082 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1297 


35 


1082 


gil77870 


Homo sapiens 


alpha-2-macroglobulin precursor 


1296 


35 


1082 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1296 


35 


1083 


gi404389 


Mus sp. 


carboxylesterase; Es-male 


2006 


66 


1083 


gi213101 


Anas 

platyrhynchos 


thioesterase B 


1261 


46 


1083 


gi2058318 


Homo sapiens 


carboxylesterase 


1253 


47 


1084 


gi207286 


Rattus 
norvegicus 


TGF-beta masking protein large subunit 


8731 


89 


1084 


gi3493176 


Mus musculus 


latent TGF beta binding protein 


8640 


88 


1084 


gil9909128 


Homo sapiens 


transforming growth factor-beta binding 
protein- IS 


7763 


99 


1085 


gi 17985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


gi21961229 


Homo sapiens 


BRI3 binding protein 


861 


100 


1085 


gi 18466808 


Homo sapiens 


cervical cancer 1 proto-oncogene-binding 
protein KG19 


853 


99 


1086 


gi222833 


Gallus gallus 


M-protein 


2953 


42 


1086 


gi407097 


Homo sapiens 


165kD protein 


2933 


42 


1086 


gi2950347 


Mus musculus 


M-protein 


2931 


42 


1087 


gil2655165 


Homo sapiens 


zinc finger protein 256 


696 


65 


1087 


gi4894364 


Homo sapiens 


zinc finger protein 3 


696 


65 


1087 


gi21 327296 


Homo sapiens 


zinc finger protein 382 


495 


46 


1088 


gi2689441 


Homo sapiens 


F18547 1 


188 


37 


1088 


gil613848 


Homo sapiens 


zinc finger protein zrp6 


316 


49 


1088 


gi2 1327296 


Homo sapiens 


zinc finger protein 382 


203 


38 


1089 


gi 1265 5460 


Homo sapiens 


keratin associated protein 4.12 


929 


75 


1089 


gil3278825 


Homo sapiens 


Similar to R11CEN cDNA 1 1 10054P19 
gene 


929 


75 


1089 


gil2655464 


Homo sapiens 


keratin associated protein 4. 15 


900 


83 


1090 


gil2655460 


Homo sapiens 


keratin associated protein 4. 12 


403 


85 


1090 


gi 13278825 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10054P19 
gene 


403 


85 


1090 


gi 12655442 


Homo sapiens 


keratin associated protein 4.2 


397 


84 


1091 


gi 12655464 


Homo sapiens 


keratin associated protein 4. 15 


1260 


100 


1091 


gi 12655452 


Homo sapiens 


keratin associated protein 4.7 


1222 


90 


1091 


gil2655460 


Homo sapiens 


keratin associated protein 4. 12 


1156 


88 
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1092 


gil5722084 


Homo sapiens 


bA304I5.1 (novel lipase) 


1991 


100 


1092 


gi21594466 


Mus musculus 


RIKEN cDNA 4632427C23 gene 


1928 


87 


1092 


gi460143 


Homo sapiens 


lysosomal acid Iipase/cholesteryl ester 
hydrolase 


1290 


60 


1093 


gi21594466 


Mus musculus 


RIKEN cDNA 4632427C23 gene 


1957 


88 


1093 


gi 15722084 


Homo sapiens 


bA304I5.1 (novel lipase) 


1935 


100 


1093 


gi460143 


Homo sapiens 


lysosomal acid lipase/cholesteryl ester 
hydrolase 


1290 


60 


1094 


gi8118040 


Homo sapiens 


orphan G-protein coupled receptor 


1804 


99 


1094 


gi8118052 


Mus musculus 


orphan G-protein coupled receptor 


1306 


82 


1094 


gil3 177796 


Homo sapiens 


retinoic acid induced 3 


728 


45 


1095 


gi 18 129609 


Homo sapiens 


diacylglycerol acyltransferase 2 


600 


49 


1095 


gi 15099951 


Mus musculus 


diacylglycerol acyltransferase 2 


599 


49 


1095 


gi 17426446 


Homo sapiens 


□A351K23.5 (novel protem) 


572 


54 


1096 


gil7225337 


Homo sapiens 


dendritic lectin 


1134 


95 


1096 


gil7224598 


Homo sapiens 


blood dendritic cell antigen 2 protein 


1134 


95 


1096 


gil7225339 


Homo sapiens 


dendritic lectin b isoform 


918 


94 


1097 


gi 17225337 


Homo sapiens 


dendritic lectin 


1182 


99 


1097 


gil 7224598 


Homo sapiens 


blood dendritic cell antigen 2 protein 


1182 


99 


1097 


gil7225339 


Homo sapiens 


dendritic lectin b isoform 


966 


99 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix receptor 


1595 


100 


1098 


gil 8479834 


Mus musculus 


olfactory receptor MOR144-1 


1223 


77 


1098 


gi 18480806 


Mus musculus 


olfactory receptor MORI 43-1 


1163 


70 


1099 


gi5911169 


Homo sapiens 


transmembrane mucin 12 


3049 


99 


1099 


gil 9526645 


Homo sapiens 


intestinal membrane mucin MUC17 


815 


32 


1099 


gi5911171 


Homo sapiens 


mucin 1 1 


684 


47 


1100 


gi37198 


Homo sapiens 


TM1-CEA preprotein 


455 


34 


1100 


gi 179440 


Homo sapiens 


biliary glycoprotein I precursor 


455 


34 


1100 


gi550031 


Homo sapiens 


BGPc 


455 


34 


1101 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


4733 


60 


1101 


gi 1504040 


Homo sapiens 


similar to D. melanogaster 
peroxidasin(Ul 1052) 


4733 


60 


1101 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


2013 


39 


1102 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


4458 


60 


1102 


gil 504040 


Homo sapiens 


similar to D.melanogaster 
peroxidasin(Ul 1052) 


4458 


60 


1102 


gi531385 


Drosophila 
melanogaster 


peroxidasin precursor 


2013 


39 


1103 


gi7264653 


Mus musculus 


Kiaa0575 


2398 


61 


1103 


gil 161 1734 


Homo sapiens 


GREBla 


513 


46 


1103 


gi9 15208 


Sus scrofa 


gastric mucin 


128 


30 


1104 


gi20219008 


Chlamydomona 
s reinhardtii 


coiled-coil flagellar protein 


682 


36 


1104 


gil6519041 


Drosophila 
melanogaster 


occludin-like protein 


203 


23 | 


1104 


gi3549261 


Dictyostelium 
discoideum 


interaptin 


175 


22 


1105 


gil2654511 


Homo sapiens 


ATP-dependant interferon response 
protein 1 


693 


96 | 


1105 


gil7390689 


Homo sapiens 


ATP-dependant interferon responsive 


693 


96 


1105 


gil0862826 


Homo sapiens 


ADIR1 


689 


95 


1106 


gil5215375 


Homo sapiens 


RNA binding motif protein 12 


325 


72 


1106 


gi21 666372 


Homo sapiens 


swan 


325 


72 
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1106 


gil9070194 


Homo sapiens 


SWAN 


325 


72 


1107 


gil8157547 


Mus musculus 


pecanex-like 3 


3262 


97 


1107 


gi6650377 


Mus musculus 


pecanex 1 


2530 


74 


1107 


gi 15076843 


Homo sapiens 


pecanex-like protein 1 


2526 


74 


1108 


gil8157547 


Mus musculus 


pecanex-like 3 


3138 


97 


1108 


gi6650377 


Mus musculus 


pecanex 1 


2409 


73 


1108 


gil5076843 


Homo sapiens 


pecanex-like protein 1 


2405 


73 


1109 


gi7770237 


Homo sapiens 


PR02822 


233 


59 


1109 


gi21595759 


Homo sapiens 


similar to HC6 


211 


71 


1109 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c-NTP 


209 


67 


1110 


gi!8159337 


Pyrobaculum 
aerophilum 


paREP8 


77 


30 


1110 


gil658310 


Homo sapiens 


leukocyte surface protein 


97 


26 


1110 


gi7638235 


Mus musculus 


immunoglobulin heavy chain variable 
domain 


77 


25 


1111 


gi4263743 


Homo sapiens 


similar to UNC-93; similar to U89424 
(PID:g3642687) 


1575 


100 


1111 


gil2043567 


Homo sapiens 


unc-93 related protein 


1571 


99 


1111 


gi 17390915 


Mus musculus 


Similar to unc93 (C.elegans) homolog B 


1372 


87 


1113 


gi4153873 


Homo sapiens 


similar to weel-like protein kinase; 
similar to P30291 (PID:gl351419) 


2810 


100 


1113 


gi644770 


Xenopus laevis 


WeelA kinase 


1166 


64 


1113 


gi2827996 


Xenopus laevis 


weel homolog 


1166 


64 


1114 


gi6606119 


Dothidea 
insculpta 


DNA-dependent RNA polymerase II 
RPB140 


81 


32 I 


1114 


gi2796053 


Mus musculus 


T cell receptor beta chain 


54 


48 


1115 


gL20372871 


Clarkia similis 


cytosolic phosphoglucose isomerase 


56 


28 


1116 


gi21708029 


Homo sapiens 


similar to Alu subfamily SQ sequence 
contamination warning entry 


135 


70 


1116 


gil 1493409 


Homo sapiens 


PRO0898 


129 


59 


1116 


gi6650818 


Homo sapiens 


PR01992 


110 


70 


1117 


gil3810898 


Rattus 
norvegicus 


inhibin binding protein long isoform 


310 


37 


1117 


gi2645890 


Homo sapiens 


IGSF1 


326 


40 


1117 


gi2370143 


Homo sapiens 


immunoglobulin-like domai n-containing 
1 


326 


40 


1118 


gil3810898 


Rattus 
norvegicus 


inhibin binding protein long isoform 


310 


37 


1118 


gi2645890 


Homo sapiens 


IGSF1 


312 


38 


1118 


gi2370143 


Homo sapiens 


immunoglobulin-like domain-containing 
1 


312 


38 


1119 


gi21707128 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi20987296 


Mus musculus 


Similar to Ran binding protein 1 1 


4898 


96 


1119 


gil 7862636 


Drosophila 
melanogaster 


LD41918p 


1191 


38 


1120 


gil 8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 


1120 


gil6197705 


Homo sapiens 


ASPP2 protein 


1556 


42 


1120 


gi!399805 


Homo sapiens 


Bbp/53BP2 


1556 


42 


1121 


gi!8448478 


Aotus 
trivirgatus 


chorionic gonadotropin beta subunit 


47 


59 


1121 


gi5670272 


Human 
herpesvirus 8 


Kl glycoprotein 


67 


38 


1121 


gi9886851 


Human 
herpesvirus 8 


Kl protein 


63 


36 
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1122 


gi2598461 


Homo sapiens 


(U408N23 1 fcnnnrpqqinn nf 

tumorigenicity 13 (colon carcinoma) 
fHsT>70- interacting nrotpin^ fPrnap«rfprnnp 
receptor associated P48 protein)) 


1 RR7 


Q7 

y 1 


1122 


gi904032 


Homo sapiens 


p48 


1869 


96 


1122 


gi21218374 


Homo sapiens 


FAM10A5 


1814 


93 


1123 


gi8927428 


Homo sapiens 


otoranlin 


676 


inn 

iUU 


1123 


gil2619173 


Homo sapiens 


melanoma inhihitnrv JiPtivitv lilrp nrnfpin 


676 


inn 


1123 


gill323317 


Homo sapiens 


dJ705D16 2 (Otoranlin^ 


676 


inn 


1124 


gil2034719 


Mus musculus 


ankvrin-lilce nrntpin 


469 


46 


1124 


gil3469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


448 


50 


1124 


gi21618588 


Homo sapiens 


testis-specific ankyrin motif containing 

nrnfpin 


381 


47 


1125 


gil3469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


364 


51 


1125 


eil2034719 


I'lUJ IllUOvUlUt) 


oiiiyyx 111-11K.C pruicin 


5 ly 


AC 

40 


1125 


gi21618588 


Homo sapiens 


testis-specific ankyrin motif containing 
protein 


345 


49 


1126 


gi7770139 


Homo sapiens 


PR01722 


263 


60 


1126 




nomo Sapiens 


J\KAJZD3U 


263 


67 


1126 


ei8572229 


XiUiiiu sapiens 


uoiquitous 1 rK-motit protein Y lsotorm 


249 


61 


1127 


ot6907090 


vyiyzu saiiva 

( IHTVYTllPJI 

cultivar-group) 


Similar to Oryza sativa root-specific 

tsXsCj mKJNA. {LZ/Z\)o) 


86 


35 


1127 


gi5902450 


C!erconithprinp 
herpesvirus 1 


crl vir*r»nrritir» f"» 
giyVUJJI villi \J 


Do 


A 1 

41 


1127 


gi!2750734 


Homo sapiens 


r -tvnP vnltfl OP-Hpn^nrlpnt pallium 

channel 


DO 


AO. i 


1128 


gi 16878260 


Homo sapiens 


Similar to angiotensin II, type I receptor- 
associated protein 


726 


100 


1128 


gil6588454 


Homo sapiens 


AGTRAP protein 


705 


95 


1128 


gi9621816 


Homo sapiens 


ATRAP 


7fK 

/UD 


yj 


1129 


gi 17986216 


Homo sapiens 


cell recognition molecule CASPR3 


1864 


98 


1129 


gi 12330704 


rVTu q mnopiiliic 


veil icuugiuuuii muicvuic V_-A^"K*t 


lD/0 


"71 
/i 


1129 


gi21961652 


Mus mu<;ciilii<i 


veil icvugiuuuii pruiciii v^/\or rvf 


13/0 


/l 


1130 


gil7986216 


Homo sapiens 


cell recognition molecule CASPR3 


6812 


99 


1130 


gi 18390059 


Homo sapiens 


cell recognition protein CASPR4 


4754 


70 


1130 


pi21 9616V? 


ivius muscuius 


cell recognition protein CASPR4 


4724 


68 


1131 


m2 155 2969 


ivius muscuius 


Williams-Beuren syndrome critical region 
gene 17 


3100 


97 


1131 


gil0336504 


Homo sapiens 


UDP-GalNAc: polypeptide N- 
acetylgal actosaminyltransf erase 


2020 


61 


1131 


eil 1041469 


ividvava 

fascicularis 


uur-LiaiiNAc. polypeptide fs- 
acetyl galactosaminyltransferase 


1913 


58 


1132 


gi 13625 176 


Homo sapiens 


thrombospondin 


586 t 


46 


1132 


gil4627121 


Homo sapiens 


dJ824F16.3 (novel protein similar to 
mouse thrombospondin type 1 domain 
protein R-spondin) 


544 


46 


1132 


gi4519541 


Mus muscuius 


thrombospondin type 1 domain 


511 


43 


1133 


gi5305333 


Mus muscuius 


protein kinase Myak-S 


865 


50 


1133 


gil8314319 


Mesocricetus 
auratus 


Mx-interacting protein kinase PKM 


865 


50 


1133 


gi5815143 


Mus muscuius 


nuclear body associated kinase 2a 


865 


50 


1134 


gi!4022292 


Mesorhizobium 
loti 


cell division protein 


45 


36 
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1134 


gil80143 


Homo sapiens 


CD53 glycoprotein 


45 


53 


1134 


gil80141 


Homo sapiens 


cell surface antigen 


45 


53 


1135 


gil4571502 


Homo sapiens 


calcium-promoted Ras inactivator 


4174 


99 


1135 


gi2822157 


Homo sapiens 


similar to GTPase-activating proteins; 
35% similar to JC5047 (PID:g2136083) 


3961 


99 


1135 


gi41 85294 


Homo sapiens 


rasGAP-activating-like protein 


1898 


49 


1136 


gill 527987 


Gallus gallus 


immunoglobulin-like receptor CHIR-A 


97 


30 


1136 


gi432214 


Human 

immunodeficien 
cy virus type 1 


envelope glycoprotein gpl20 


43 


39 


1136 


gi 15026993 


Homo sapiens 


MUC5AC protein 


64 


38 


1137 


gil5128103 


Mus musculus 


nephronectin 


2971 


87 


1137 


gi 15430248 


Mus musculus 


nephronecrin long isoform 


2640 


80 


1137 


gi 16040981 


Mus musculus 


POEM 


2374 


87 


1139 


gi7638247 


Homo sapiens 


mesenchymal stem cell protein DSCD75 


595 


100 


1139 


gil7946258 


Drosophila 
melanogaster 


RE58349p 


165 


34 


1139 


'r% « A A* A A 

gi2 1464462 


Drosophila 
melanogaster 


RH58440p 


158 


36 


1140 


gi2l6l949l 


Homo sapiens 


similar to expressed sequence AW049604 


235 


83 


1140 


gi6572294 


Homo sapiens 


bA262A13.1 (novel protein) 


126 


48 


1140 


gi2l5692 


Bacteriophage 
P4 


gop protein 


87 


28 


1141 


gi2 16 19491 


Homo sapiens 


similar to expressed sequence AW049604 


454 


82 


1141 


gi6572294 


Homo sapiens 


DA262A13.1 (novel protem) 


239 


48 


1141 


gi2l5692 


Bacteriophage 
P4 


gop protein 


84 


33 


1 142 


gi20306274 


Homo sapiens 


testicular haploid expressed gene 


1487 


80 


1 1 i41 

1142 


gi 10443967 


Homo sapiens 


THEG protem 


1487 


80 


1142 


gl741ol34 


Homo sapiens 


testis-specific gene 


1487 


80 


1 1 A *J 

1 143 


gi2 1928259 


Homo sapiens 


seven transmembrane helix receptor 


1023 


100 


1143 


gi I 84oU74o 


Mus musculus 


olfactory receptor MOR261 - 1 0 


864 


84 


1143 


gil8480744 


Mus musculus 


olfactory receptor MOR261-9 


858 


82 


1144 


gi2 192865 5 


Homo sapiens 


seven transmembrane helix receptor 


1458 


93 


1144 


gi 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1280 


79 


1144 


gi 18480744 


Mus musculus 


olfactory receptor MOR261-9 


1258 


78 


1145 


gi 1707674 


Streptomyces 
cinnamoneus 


elongation factor G 


52 


34 


1146 


gi 15779092 


Homo sapiens 


Similar to syntaxin 18 


1295 


100 


1146 


gi7707424 


Homo sapiens 


syntaxin 18 


1295 


100 


1146 


gi 18203 931 


Mus musculus 


Similar to syntaxin 18 


873 


90 


1147 


gi 145733 19 


Homo sapiens 


interleukin-1 HY2 


812 


99 


1147 


gil8025344 


Homo sapiens 


interleukin-1 receptor antagonist-like 
MLl tneta 


809 


99 


1147 


gil9068192 


Mus musculus 


IL-1F10 


662 


82 


1148 


gi4103158 


Mus musculus 


hair keratin acidic 5; Ha5 keratin 


1116 


72 


1148 


gi3724107 


Homo sapiens 


keratin, type I 


1114 


72 1 


1148 


gil668744 


Homo sapiens 


HHa5 hair keratin type I intermediate 
filament 


1114 


72 


1149 


gi 19353375 


Mus musculus 


RIKEN cDNA 1 1 1003 1102 gene 


1417 


84 


1149 


gi6166378 


Mus musculus 


growth suppressor 1L 


141 


30 


1149 


gil5929776 


Homo sapiens 


growth suppressor 1 


137 


41 


1150 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1336 


90 
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1150 


oil 0484086 


ft^ito miie/*niiio 
IVJLUd IllliauUlUS 


KiisjijN cuina 0 fjvjoyLAjZ gene 


1 7C7 


86 


1150 


gil699265 


Homo sapiens 


malignant cell expression-enhanced 
gene/tumor progression-enhanced gene 


392 


57 


1 1 si 


gl J, J*rl7UUJ 


Canis famihans 


masticatory epithelia keratin 2p 


1204 


55 


1 1 si 


<ri14S0S01Q 

gl It 


Homo sapiens 


keratin 6 irs 


1175 


54 


1151 


oififl09fl7S 

glUV.7Z,\J / J 


ivius muscuius 


type II cytokeratin 


1116 


51 


1 1S9 


m 1 1 nfifinofi 

gll 11/UUU7U 


Homo sapiens 


matrix metal loprotease MMP-27 


1382 


96 


1152 


gil2006364 


Tupaia 
belangeri 


matrix metalloproteinase-27 


1121 


80 


1152 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1153 


gill 066090 


Homo sapiens 


matrix metal loprotease MMP-27 


1382 


96 


1 1 <i 

1 iDCt 


gl 1 ZUUO.>04 


Tupaia 
belangeri 


matrix metalloproteinase-27 


1121 


80 


1153 


gi3511149 


Gallus gallus 


matrix metalloproteinase 


663 


57 


1104 


r^xca 000 c\a 
gioooyo94 


Homo sapiens 


Suppressor of Fused 


2599 


100 1 


1154 


gi5739507 


Homo sapiens 


suppressor of fused 


2594 


99 


1154 


gi4468628 


Mus muscuius 


Su(fii) protein 


2541 


97 


1155 


gj2 16672 12 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2600 


100 


1 1 cc 
11D3 


gi203 87085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein)- 1 


690 


31 


1155 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactencidal/permeabihty-mcreasing 
protein) like-2 


685 


30 


1156 


gill229139 


Homo sapiens 


bB152015.3 (SRY (sex determining 
region Y)-box 18) 


2066 


100 


1156 


gil2082687 


Homo sapiens 


Sry-related HMG-box protein 


2066 


100 


1 1 ^< 

1 iJO 




Homo sapiens 


SOX 18 protein 


2066 


100 


1 1 <7 

1 ID / 


gi 19526647 


Homo sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1 1 ^7 


glASUJDZz 


Drosophila 
melanogaster 


CG13178-PA 


172 


31 


1 1 ^7 
LID / 


gllOoU4/oo 


Mus muscuius 


bendless-like ubiquitin conjugating 
enzyme 


83 


28 


1 1SR 

1 1 JO 


tri 1 0S9fi/vl7 


— : 

Homo sapiens 


oxidored-nitro domain-containing protein 


837 


85 


1158 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


172 


31 


1 1SR 




Mus muscuius 


- 

bendless-like ubiquitin conjugating 
enzyme 


83 


28 


1 1SO 


cri 1 70499 1 


Mus muscuius 


T"YVT A 1 1 TTf t . 

DNA ligase Ill-beta 


2987 


89 


1 1 SO 


cn 1704991 
gl 1 IyHL/.j 


Mus muscuius 


TWT A 1" Tt T t 1 

DNA ligase Ill-alpha 


2987 


89 


1 1 so 


rril O^^nO^^ 

glll/DJUSOj 


Homo sapiens 


hgase III, DNA, ATP-dependent 


2875 


100 


1160 


gil5667919 


Homo sapiens 


SERPINB12 


1678 


99 


1160 


gi 12597 188 


Homo <5aniftn<5 


zx^uamuiU) ocii carL-inumd dnugen z 


/4y 


4o 


1160 


gil235617 


Homo sapiens 


squamous cell carcinoma antigen 


749 


48 


1161 


gi!5141587 


Eulemur 
rubri venter 


olfactory receptor 


67 


34 


1161 


gi21739229 


Oryza sativa 


OSJNBa0072F16.8 


67 


43 


1161 


gi21629328 


Letshmania 
major 


L3561.8 


65 


37 


1162 


gi2589190 


Homo sapiens 


skin-specific protein 


68 


39 


1162 


gi38232 


Pan troglodytes 


immunoglobulin alpha heavy chain 


61 


39 


1162 


gi 14021730 


Mesorhizobium 
loti 


c-type cytochrome biogenesis protein 


68 


31 
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1163 


gi7228149 


Mus musculus 


ATFa-associated factor 


354 


50 


1163 


gi7303705 


Drosophila 
melanogaster 


CG12340-PA 


193 


24 


1163 


gi5052666 


Drosophila 
melanogaster 


BcDNA.LD26050 


193 


24 


1164 


gi20901968 


Caenorhabditis 
elegans 


C. elegans RPL-36 protein 
(corresponding sequence F37C12.4) 


71 


34 


1165 


gi5911451 


Drosophila 
nannoptera 


cytochrome oxidase III 


43 


41 


1165 


gil3276253 


Homo sapiens 


T-cell receptor beta chain VJ region 


56 


34 


1165 


gi3928896 


Homo sapiens 


SH2 domain protein 1 A isoform C 


55 


38 


1166 


gi20381326 


Homo sapiens 


Similar to caspase 8, apoptosis-related 
cysteine protease 


263 


100 


1166 


gil4211398 


Homo sapiens 


caspase-8L 


263 


100 


1166 


gil9401524 


Homo sapiens 


procaspase-8 


223 


95 


1167 


gil0440448 


Homo sapiens 


FU00060 protein 


1204 


98 


1167 


gi3983420 


Homo sapiens 


KIR3DLl-like natural killer cell receptor 


693 


47 


1167 


gil3560453 


Homo sapiens 


killer cell immunoglobulin-like receptor 
3DL1 


693 


47 


1168 


gil799570 


Rattus 
norvegicus 


TIP120 


4573 


99 


1168 


gi7688703 


Homo sapiens 


TIP120 protein 


4573 


99 


1168 


gi5811583 


Rattus 
norvegicus 


TIP120-family protein TIP120B 


2735 


57 


1169 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi7 188567 


Homo sapiens 


lectin-like receptor Fl 


1226 


100 


1169 


gi22449867 


Macaca 
fascicularis 


NKp80NK receptor 


1122 


90 


1170 


gil4027275 


Mesorhizobium 
loti 


nodulation protein nodG, 3-oxoacyl-(acyI 
carrier protein) reductase 


70 


27 


1170 


gil531618 


Rhizobium sp. 
N33 


NodG 


68 


26 


1170 


gi6899062 


Ureaplasma 
urealyticum 


seryl-tRNA synthetase 


70 


31 


1171 


gi3021409 


Homo sapiens 


transducin (beta) like 1 protein 


3057 


100 


1171 


gil3161069 


Homo sapiens 


transducin beta-like 1 


2548 


91 


1171 


gil2642596 


Homo sapiens 


nuclear receptor co-repressor/HDAC3 
complex subunit TBLR1 


2431 


86 


1172 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene, clone MGC:13124 
IMAGE:4110925, mRNA, complete cds. 


380 


69 


1172 


gil2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 
mRNA, complete cds. 


376 


68 


1172 


gil31H983 


Homo sapiens 


clone MGC:4221 IMAGE:2958347, 
mRNA, complete cds. 


376 


68 


1173 


gil3623421 ; 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene, clone MGC: 13124 
IMAGE:41 10925, mRNA, complete cds. 


380 


69 


1173 


gil2803383 


Homo sapiens 


clone MGC:2099 IMAGE:3051525, 
mRNA, complete cds. 


376 


68 


1173 


gil3111983 


Homo sapiens 


clone MGC:4221 IMAGE: 295 8347, 
mRNA, complete cds. 


376 


68 


1174 


gil3623421 


Homo sapiens 


Similar to RIKEN cDNA 5730589L02 
gene 


1830 


99 


1174 


gil9484086 


Mus musculus 


RIKEN cDNA 5730589L02 gene 


1802 


95 
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1174 


gi!699265 


Homo sapiens 


malignant cell expression-enhanced 
&ene/tumor Droizressifm-enhaneed <*ene 


930 


81 


1175 


gil3182755 


Homo sapiens 


HPHRP 


1210 


100 


1175 


gi 15929309 


Homo sapiens 


ohoSDhotriesterase relnteH 


iZlU 




1175 


gi881499 


Mus musculus 


parathion hydrolase (phosphotriesterase)- 
related protein 


1069 


86 


1176 


gi552075 


Chironomus 
tentans 


giant secretory protein 


71 


28 


1176 


gtl5419013 


Toxoplasma 
gondii 


subtilisin-like protein 


71 


34 


1176 


gil56534 


Chironomus 
tentans 


giant secretory protein (gsp) 


66 


28 


1177 


gi5458910 


Pyrococcus 
abyssi 


FLAGELLA-RELATED PROTEIN C 


103 


24 


1177 


gi487272 


Enterococcus 
hirae 


Na+ -ATPase subunit F 


90 


31 


1177 


gi9229886 


Ciona 
intestinalis 


ezrin/radixin/moesin (ERM)-like protein 


111 


27 


1178 


gi21554060 


Arabidopsis 
thaliana 


phytocyanin 


44 


43 


1178 


gi205640 


Rattus 
norvegicus 


avcijriwuuiiiic rcucpior aipna SUDUmt 


co 


44 


1178 


gi4028904 


Rattus 
norvegicus 


iiii/uujiiu awciyiunuiinc receptor aipna *t 
subunit 


JO 


A A 

44 


1179 


gi 18375961 


Neurospora 
crassa 


related tn ARPA nrntoin 


CO 

jo 


A A 

44 


1179 


gi2935025 


Rhodococcus 
opacus 


pi uiMrixwi/iiuaic uiuAygcndse aipna 
subunit 


3<S 


oo 
00 


1179 


gi 1342 1646 


Caulobacter 

crescentus 

CB15 


opvju nvi\/\ niciiiyiase iamuy protein 


on 


At\ 

40 


1180 


gil4348558 


Homo sapiens 


cDNA encoding protease domain of 
endotheliase 1 


82 


38 


1180 


gi 1245 184 


Danio rerio 


ZgOl 


66 


33 


1180 


gi6137097 


Homo sapiens 


serine nrntea<?e nF^f*! 


BO 

oZ 


o o 
JO 


1181 


gil9528151 


Drosophila 
melanogaster 


AT26759p 


59 


35 


1181 


gi 16768554 


Drosophila 
melanogaster 


GM08606p 


59 


35 


1181 


gi7291750 


Drosophila 
melanogaster 


CG4065-PA 


59 


35 


1182 


gi 13377880 


Cricetulus 
longicaudatus 


oiguiiiic i^-iiicuiyitrarisicrase poz isoiorm 


TOCO 


85 


1182 


gil 3377882 


Cricetulus 
longicaudatus 


ai^jiuiic iN-iiieinyiiransierase p/ / isoiorm 


loco 


oc 

85 


1182 


gi21626587 


Drosophila 
melanogaster 


CG9882-PA 


1213 


36 


1183 


gil91185 


Cricetulus 
griseus 


phosphatidyiserine decarboxylase 


1130 


88 


1183 


gi5921491 


Homo sapiens 


dJ858B16.2 (phosphatidyiserine 
decarboxylase (PSSC, EC 4.1.1.65)) 


1220 


96 


1183 


gil6306618 


Homo sapiens 


phosphatidyiserine decarboxylase 


1220 


96 


1184 


gil 1907580 


Mus musculus 


TSC22-related inducible leucine zipper 
3c 


894 


87 


1184 


gi5231131 


Homo sapiens 


TSC-22 related protein 


460 


98 
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1184 


©5919161 


Homo sapiens 


TSC-22-like Protein 


460 


98 


1 1 Q< 


glI3B/443/ 


Homo sapiens 


cerebral protein- 1 1 


1401 


68 


1185 


gil5292367 


Drosophila 
melanogaster 


LD47668p 


510 


41 


1 1 oc 


"H A A 1 A A A 

gl 2443444 


Homo sapiens 


lbX2o 


310 


40 


1 loo 


gll3543y4U 


Homo sapiens 


oimilar to RIKEN cDNA 2610017009 
gene 


2568 


99 


1 1 Qfl 

1 loo 


glio2U4j2U 


Mus musculus 


KJKiiN cDNA 2610017G09 gene 


2Jol 


91 


1 1 Q£ 

1 loo 


giioyzoJDi 


Homo sapiens 


KDJ3r-35 


1434 


AA 

99 


1 1 0*7 

1 lo/ 


glioO/OOOU 


Homo sapiens 


ri-JU022y protein 


A"J 1 

931 


91 


1 1 OT 

1187 


gl5o24/ll 


uaenornaDdrtis 
elegans 


similar to 71M cnemoreceptor (srd- 
family) 


OA 

oU 


OA 

20 


Ho/ 


glOOZDOZZ 


Rattus 
nor vegicus 


T Anil OMM^nv 

1 cell receptor 


Oo 


30 


1 1 RR 
1 loo 


nil TRA^I 1 
gll /oOjjI 1 


Homo sapiens 


— rrjl rz 77j : — - 

dipeptidyl pepndase-like protein 9 


4040 


1 OA 

1UU 


1 1 RR 
1 loo 


eril 1 fiQ^I RR 

gii luyjioo 


Homo sapiens 


dipeptidyl peptidase 8 


2o/0 


AO 
OU 


1188 


gi21265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2217 


58 


1 1 so 


gll /OOD31 1 


Homo sapiens 


dipeptidyl pepndase-like protein 9 


4Uoy 


1 AA 

1UU 


1189 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


2454 


59 


1 1 CO 

Hoy 


gl2 1 205 133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2455 


56 


1 1 aa 

I iyu 


gll /00531 1 


Homo sapiens 


dipeptidyl pepndase-like protein 9 


4542 


98 


H90 


gill095188 


Homo sapiens 


dipeptidyl peptidase 8 


2810 


60 


1 190 


gi21 265133 


Homo sapiens 


Similar to dipeptidylpeptidase 8 


2151 


57 


1191 


gi337508 


Homo sapiens 


ribosomal protein 


554 


99 


1191 


gi57724 


Rattus rattus 


ribosomal protein S25 


554 


99 | 


1191 


gi 12805251 


Mus musculus 


ribosomal protein S25 


554 


99 


1192 


gi208176 


synthetic 
construct 


D2-T antigen 


61 


40 


1193 


gi7328583 


Drosophila 
melanogaster 


mechanosensory transduction channel 
NOMPC 


851 


28 


1 1 A1 

1193 


gi7385113 


Bostaurus 


ankyrin 1 


111 


30 


1193 


gil 1065673 


Caenorhabditis 
elegans 


Y71A12B.4 


11% 


28 


1 1 f\A 

1194 


gi7672669 


Homo sapiens 


serine protease Htra2 


1890 


100 


1 1 CiA 


gll2o52oy5 


Homo sapiens 


HtrA-like serine protease 


1890 


100 


1 1 f\A 

1194 


gi5870865 


Homo sapiens 


serine protease 


1890 


100 


1195 


gi349449 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gil 3559064 


Homo sapiens 


bA552Ml 1.6 (adenosine A3 receptor) 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1196 


gi21645219 


Drosophila 
melanogaster 


CG15671-PA 


299 


37 


1196 


gi9864185 


Drosophila 
melanogaster 


Cross veinl ess 2 


299 


37 


1 1 rue 


gi / /oooJo 


Xenopus laevis 


Kiehn 


276 


"> A 

34 


1197 


gil 8480772 


Mus musculus 


olfactory receptor MORI 01-2 


1415 


84 


1197 


gil 8479346 


Mus musculus 


olfactory receptor MORI 01-1 


1334 


82 


1197 


gi3769616 


Rattus 
norvegicus 


olfactory receptor 


973 


86 


1198 


gi498768 


Serratia 
marcescens 


Deoxyadenosyl-methyltransferase 


339 


51 


1198 


gil 0799034 


Vibrio cholerae 


DNA adenine methyl ase 


332 


54 


1198 


gil 0799036 


Yersinia 

pseudotubercul 

osis 


DNA adenine methyl ase 


331 


52 
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1199 


gil6974751 


Gallus gallus 


CALII 


338 


37 


1199 


gi666121 


Xenopus laevis 


cpl-1 


293 


33 


1199 


£1*1213589 


a pn rvr\ no looinc* 
yvciiupilo laCYlS 


Prostaglandin D Synthase 


292 


33 


1200 


gi22296200 


Thermosynecho 
el on ratlin TlP-1 


asparaginyl-tRNA synthetase 


1057 


46 


1200 


eil7132791 


7120 


dsporagmyi-LKiNA syntnctase 


1027 


46 


1200 


gil9713460 


nucleatum 
subsp. 
nucleatum 
ATCC 25586 


Asparaginyi-iKJNA synuietase 


1013 


43 


1201 


gi 18088970 


Homo sapiens 


Similar rn rTYMA AQIIAfHXEIA 

gene 


1263 


99 


1201 


gi20067381 


Homo sapiens 


ALMS1 protein 


249 


41 


1201 


gi2 1552774 


Mus musculus 


A lm ^tnrm cvnHrnmp 1 nmfAin 


ziy 


38 


1202 


gi347134 


Homo sapiens 


ouv/WLiaic uciiyui ugciidsc iiavoproiem 
suhunit 


4y5 


92 


1202 


gil2655061 


Homo sapiens 


succinatp H pVi vrlrn of*rt n r^nmnlov 

subunit A, flavoprotein (Fp) 




92 


1202 


gi506338 


Homo sapiens 


flflvnnrntpin ciihiirnt nf /«nmnlov TT 


4io 


92 


1203 


gil8490322 


Homo sapiens 


Similar to RIKEN cDNA 6330404M1 8 
t?ene 


2241 


99 


1203 


gi21928186 


Mus musculus 


GPf-pammn 4- f»PTcrommoA 


1 /i*71 

1471 


61 


1203 


gi 17946082 * 


Drosophila 
melanogaster 


RE54096d 


/TOO 

ooo 


47 


1204 


gi9957165 


Homo sapiens 


alphaCP-3 


1722 


100 


1204 


gi9957161 


Mus musculus 


alnhaCP-3 


1 /Uo 


99 


1204 


gil5082311 


Homo sapiens 


Similar tf\ r»n1 Y/^rf^-Vun/^inrr nrntoi'n 1 

kjiuuiai tu puiy^i^j-uinuiiig protein j 


cm n 
o4U 


99 


1205 


gil4574118 


Caenorhabditis 
elegans 


C elep?in^ nPV-1 Q wnt*»in 
cicgaJia JL-^r i-l? prOiein 

(corresponding sequence F22B7. 10) 


239 


31 


1205 


gil2328595 


Heterodoxus 
macropus 


NADW flphvrlmtypTiacp cnVtimit 
imLfii uwiijruiUgdlaoC bUDUniL 1. 




29 


1205 


gil 8378695 


Bufo maculatus 


NADH dehydrogenase subunit 2 


75 


24 


1206 


gi 189760 


Homo sapiens 


\jyi uvdLe ucnyarogenase oeia-suDunit 


1710 


96 


1206 


gil89762 


Homo sapiens 


pyruvate dehydrogenase El -beta subunit 


1710 


96 


1206 


gil 90792 


Homo sapiens 


pyruvate dehydrogenase El -beta subunit 
precursor 


1710 


96 


1207 


gi688292 


T-Trvmn Qanipnc 


calmitine; calsequestrine 


2029 


100 


1207 


gi2618621 


Mus musculus 


skeletal muscle calsequestrin 


1938 


94 


1207 


m 164842 


wryciOi agus 

Pi mtm ■ li ic 


calsequestrin 


1908 


94 


1208 


ei22295775 


i iigt uiooynecno 
COCCUS 

elongatus BP-1 


T~, : 

penplasmic sugar-binding protein of 
sugar ABC transporter 


65 


35 


1208 


gi2622963 


Methanothermo 
barter 

thermautotrophi 
cus str. Delta H 


conserved protein 


59 


30 


1208 


gil8377999 


Drysdalia 
coronata 


NADH dehydrogenase subunit 1 


61 


34 


1209 


gil 1034760 


Homo sapiens 


NIB AN 


3692 


99 


1209 


gil0432376 


Homo sapiens 


bG56G5.1 (novel protein) 


3334 


99 


1209 


gil 1022733 


Mus musculus 


Niban 


2320 


67 
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1210 


gi2982508 


Homo sapiens 


TCR beta chain 


1292 


93 | 


1210 


gi3002925 


Homo sapiens 


T cell receptor beta chain 


1281 


93 


1210 


gi36733 


Homo sapiens 


T cell antigen receptor beta chain 


1028 


7S ^ 


1211 


gil2006041 


Homo sapiens 


AD038 


761 


98 


1211 


gil4189960 


Homo sapiens 


PRO0764 


141 


S3 


1211 


gil9072857 


Homo sapiens 


lung squamous cell cancer related protein 
LSCC-3 


1*7 


ou 


1213 


gi2995719 


Homo sapiens 


protocadherin 43 


479? 

• / y*. 


inn 


1213 


gi20072790 


Homo sapiens 


protocadherin gamma subfamily Q 3 


4777 


99 


1213 


gi5456977 


Homo sapiens 


protocadherin gamma C3 


dill 


OQ 

yy 


1214 


gi337487 


Homo sapiens 


Ro ribonucleoprotein autoantigen (Ro/SS- 
A) precursor 


1747 


00 

yy 


1214 


gil79882 


Homo sapiens 


calreticulin 


1747 


99 

yy 


1214 


gi22203354 


Cricetulus 


calreticulin 


1687 


OS 
yj 






griseus 




1215 


£200964 


Mus musculus 


serine 2 ultra high sulfur protein 


319 


52 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


281 


49 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur protein 


281 


sn 


1216 


gil3940422 


Macaca 
sylvanus 


ATPase subunit 8 


56 


31 


1217 


gi5917716 


Gallus gallus 


sprouty 2 


60 


45 


1217 


gil4275701 


Influenza virus 


matrix protein 2 




5L 


1217 


gi2738577 


Homo sapiens 


connexin46.6 


54 


50 ~" 


1218 


gi 17223709 


Homo sapiens 


selenoprotein SelM 




100 


1218 


gil7223711 


Mus musculus 


selenoprotein SelM 


188 


78 


1218 


gi7380925 


Bos taurus 


Fc pamma reepntnr TTI 


73 


45 


1219 


gil5025778 


Clostridium 
acetobutylicum 


Predicted membrane protein 


DO 


36 


1219 


gil3752743 


Serratia 
marcescens 


TrpG 




51 


1219 


gi20906991 


Methanosarcina 
mazei Goel 


Cation transporter 


oz 


1ft 

ly 


1220 


gi535358 


Neisseria 
gonorrhoeae 


Opal5063G 


oo 


50 


1220 


gi 1480793 


Neisseria 
meningitidis 


Opall 


JO 


4/ 


1221 


gi992950 


Homo sapiens 


OPN-c 


142u 


ftO 

yo 


1221 


gil89l51 


Homo sapiens 


nephropontin precursor 


1377 


90 


1221 


gil001963 


Homo sapiens 


osteopontin 


1377 


90 


1223 


gi 18088363 


Homo sapiens 


advanced glycosylation end product- 

SDCClfic renpntnr 


2004 


99 


1223 


gil841550 


Homo sapiens 


receptor for advanced glycosylation end 
products 


2004 


99 


1223 


^6691626 


Homo sapiens 


advanced glycation endproducts receptor 


2004 


99 


1224 


gi3 157464 


Therm us sp. A4 


integral membrane protein 


77 


38 


1224 


gi8778370 


Arabidopsis 
thaliana 


F1504.23 


65 


37 


1224 
1225 


gil5156782 
gi37231 


Agrobacterium 
tumefaciens str. 
C58 (Cereon) 
Homo sapiens 


AGR_C_3106p 

DNA topoisomerase II r 


59 
8061 


34 

99, 


1225 
1225 


gi3869382 
gi790988 

] 


Homo sapiens 

Cricetulus 

ongicaudatus 


DNA topoisomerase II beta 

DNA topoisomerase (ATP-hydrolysing) 


8048 
7892 ! 


99 
91 



WO 2004/080148 



PCT/US2003/030720 



183 
TABLE 2 A 



SEQ 
ID 


Hit ID 


Species 


Description 


S 

score 


Percentage 
identity 


LZZO 


gllU0413Uy 


Homo sapiens 


up A TP 1 


3336 


98 


IZZD 


gllool 115 


Rattus 
norvegicus 




3031 


87 


1226 


gil0041307 


Rattus sp. 


rFATP 


3031 


87 


Mil 


gliiUyi /o 


Mus musculus 


f'fYPQ r/vrrmlpY cnhnnit 7h 


796 


94 


mi 


gil5215085 


Mus musculus 


Similar to COP9 (constitutive 

rtVi r\t rvm nrrvfi r»0~PT1 i QllVillTllt 7h 
( ArnhiHnT>Qi^ 


793 


93 


mi 


gil9909525 


Homo sapiens 


DERP10 (dermal papilla derived protein 


467 


56 


1 Tl O 


gioy4/uyt> 


— : 

Mus musculus 




938 


93 


1228 


gi 180251 


Homo sapiens 


precerebellin 


551 


58 


1228 


gi5702371 


Mus musculus 


precere Dei iin- 1 


544 


57 


1229 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


1384 


50 


1229 


gi6850946 


Homo sapiens 


dJ322I12.1 (novel protein similar to C. 
elegans C05C8.6 (Tr:016313)) 


336 


100 


1229 


gi21411108 


Mus musculus 


Qimilor frt DTP Hnmcjin nrn+Pin RDPT 

oimiiar 10 did uuiiuuu piuicui dl/i j-» 


211 


32 


1230 


gi8132557 


Drosophila 
melanogaster 


ankyrin 2 


729 


30 


1230 


gi7 10551 


Mus musculus 


ankynn 3 


/jt 


29 


1230 


gil841966 


Rattus 
norvegicus 


ankyrin 


700 


30 


1231 


gi21667212 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2384 


98 


1231 


gi203 87085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/bTl 
(bactericidal/permeability-increasing 
protein)- 1 


o/z 


D I 


1231 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/Bl J l 
(bactericidal/permeability-increasing 
protein) like-2 


oo/ 




1232 


gi21667212 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2389 


99 


1232 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPs binding proteinj/ori 
(bactericidal/permeability- increasing 
protein)- 1 


CCA 


j i 


1232 


gi20387087 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/Brl 
(bactericidal/permeability-increasing 
protein) like-2 






1233 


gi21667212 


Homo sapiens 


bactericidal/permeability-increasing 
protein-like 2 


2595 


99 


1233 


gi20387085 


Oncorhynchus 
mykiss 


LBP (LPS binding protein)/BPI 
(bacteri cidal/permeabi lity-increasing 
protein)- 1 


698 


31 


1911 




Oncorh vn chus 
mykiss 


LBP (LPS binding protein)/BPI 
(bactericidal/permeability-increasing 
protein) like-2 


693 


30 


1234 


gil9569876 


Dictyostelium 
discoideum 


SIMILAR TO HYPOTHETICAL 26.2 
KD PROTEIN 


247 


26 


1234 


gi2191168 


Arabidopsis 
thaliana 


contains similarity to myosin heavy chain 


187 


27 


1234 


gi603379 


Saccharomyces 
cerevisiae 


Yerl39cp 


145 


28 


1235 


gil 1493528 


Homo sapiens 


PR01953 


671 


100 


1235 


gi!9912632 


Eulemur 


MHC class II antigen 


56 


33 
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c 

score 


Jrerceniagc 

irlpnf itv 






rubriventer 








1235 


gj 19912630 


Eulemur 
macaco macaco 


. 

MHC class II antigen 


jj 


J J 


1236 


gi 17065 951 


Ostertagia 
ostertagi 


collagen 


70 


35 


1236 


gi 15 8077 


Drosophila 
robusta 


period protein 


69 


38 


1236 


gi497417 


Glycine max 


dehydnn-like protein 


O 1 


27 


1237 


gi3068592 


Mus musculus 


punc , 


2396 


94 


1237 


gil9570398 


Homo sapiens 


hDDM36 


Ron 


41 


1237 


gill862941 


Mus musculus 


r\nx /to /no 

DDM36E 


RO? 


41 


1238 


gil2667401 


Homo sapiens 


NUF2R 




OQ 
yy 


1238 


gi 143 17902 


Homo sapiens 


kinetochore protein Nuf2 




00 


1238 


gil2667403 


Mus musculus 


NUF2R 


1754 


73 


1239 


gi2494126 


Arabidopsis 
thaliana 


Contains similarity to Chlamydia outer 
membrane protein (gb]X53512). 


y4 


Z3 


1239 


gil9887475 


Methanopyrus 
kandleri AVI 9 


Uncharacterized protein conserved in 
archaea 


Do 


^4 


1239 


gi21646173 


Chlorobium 
tepidum TLS 


ribosomal protein S20 


67 


29 


1240 


gi21634825 


Homo sapiens 


semaphorin 6D isoform 4 


5658 


98 


1240 


gi21634823 


Homo sapiens 


semaphorin 6D isoform 3 


3106 


96 


1240 


gi2l634827 


Homo sapiens 


semaphorin 6D isoform 1 


3106 


99 


1241 


gi9949555 


Pseudomonas 
aeruginosa 


probable pyruvate dehydrogenase El 
component, alpha subunit 


71 


35 


1241 


gi48708 


Mycobacterium 
tuberculosis 


ORFal (AA 1 - 74) 


58 


37 


1241 


gi307352 


Homo sapiens 


prothymosin alpha 


54 


35 


1242 


gi9106331 


Xylella 
fastidiosa 9a5c 


3-dehydroquinate synthase 


43 


34 


1242 


gi!3700302 


Staphylococcus 
aureus subsp. 
aureus N3 15 


xanthine phosphoribosyltransferase 


45 


35 


1242 


gi21203529 


Staphylococcus 
aureus subsp. 
aureus MW2 


xanthine phosphoribosyltransferase 


45 


35 


1243 


gi21671105 


Homo sapiens 


RAD52B 


1 1 1A 
1 134 


i fin 


1243 


gi20070921 


Mus musculus 


RIKEN cDNA 2410008M22 gene 


829 


74 


1243 


gi21 594785 


Homo sapiens 


Similar to RIKEN cDNA 2410008M22 
gene 


572 


97 


1244 


gi6013381 


Rattus 
norvegicus 


TM6P1 


147 


An 

47 


1244 


gi 19353944 


Mus musculus 


RIKEN cDNA 2610318G18 gene 


127 


il 


1244 


gi20270909 


Oncorhynchus 
mykiss 


VHSV-induced protein-6 


118 


31 


1245 


gi6013381 


Rattus 
norvegicus 


TM6P1 


272 


36 


1245 


gi21428644 


Drosophila 
melanogaster 


LP10820p 


256 


42 


1245 


gi20270909 


Oncorhynchus 
mykiss 


VHSV-induced protein-6 


190 


29 


1246 


gil 1993700 


Homo sapiens 


melastatin 2 


1194 


100 


1246 


gi3243075 


Homo sapiens 


melastatin 1 


1057 


83 


1246 


gi3047242 


Mus musculus 


melastatin 


1050 


83 


1247 


gi 18044366 


Homo sapiens 


Similar to MEGF10 protein 


3468 


99 
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ID 
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Species 


Description 


S 

score 


Pprppnrn op 

i VI 1*^11 1- All w 

identity 


1247 


gll 15 ooU ji 


— — 

Mus musculus 


j ai\ pruicm 


2280 


51 


1247 


gil82D2oDo 


Mus musculus 


jeui-/jo protein 


2280 


51 


1248 


gi20987880 


Mus musculus 


oimnar to r i ir-responsive uaicua«iiAJiiia 
Di protein 


3586 


87 


1248 


gi4588087 


Homo sapiens 


PTH-responsive osteosarcoma Bl protein 


2264 


92 


1248 


gi2i595711 


Homo sapiens 


olimiar to Fixi-rcapuiibivc uaicuaoiwuio 
Di proxtsm 


1546 


100 


1249 


gl 199104/ 1 


— — ; 

Homo sapiens 


cimilar fr» HTS4.T*J9n 1 1 fnnvpl nrotein 
Similar \\j UJ 0*t1>i.£v. i . I ^uuyw pj.vjiv.uij 

isoform 1) 


1265 


99 


iz4y 


gll Jjyl434 


Homo sapiens 


HTR4lsJ9rt 1 9 fr»<wp1 nrntpin i^oform 2^ 


1160 


100 


1249 


gHJD9143D 


riomo sapiens 


HTR4M90 1 1 fnnvpl nrntpin i^oform 1^ 


976 


99 


1250 


gllOOUDDol 


Homo sapiens 


n-revi\//*"iiK.c pruLciii j . 


1451 


100 


1250 


gi2l /U/9oy 


Homo sapiens 


Qtrvttlor- +r» T-T_-ro\; 1 fi7_1 1 Vf» nrrvtPITl S 

oirniictr 10 n rev 1 u /-ui\.c piuiGiii ./ 


1376 


96 


1250 


gi6048565 


Homo sapiens 


retinoid inducible gene 1 


382 


54 


1251 


gi21 263094 


Rattus 
norvegicus 


tramdorin 1 


1667 


81 


1251 


gi2l263092 


Mus musculus 


tramdorin 1 


1664 


82 


1251 


gj2 1908026 


Mus musculus 


proton/ammo acid transporter 2 


1664 


82 


1252 


gil4571904 


Rattus 
norvegicus 


lysosomal amino acid transporter 1 


1690 


87 


1252 


gL21908024 


Mus musculus 


proton/amino acid transporter 1 


1685 


87 


1252 


gi2 1263 092 


Mus musculus 


tramdorin 1 


1704 


oo 


1253 


gi21 595630 


Homo sapiens 


Similar to forkhead box L2 


75 


44 


1253 


gi 10580569 


Halobacterium 
sp. NRC-1 


trans lesion repair; YqjH 


09 


D 1 


1253 


gi557673 


Sus scrofa 


BM88 antigen 




Hi 


1254 


gil669500 


Mus musculus 


fibroblast growth factor homologous 
factor 1 


917 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor homologous 
factor 1 


01 7 


on 


1254 


gil4317951 


Rattus 
norvegicus 


fibroblast growth factor homologous 
factor IB 


910 


OS 

yo 


1255 


gi!3529143 


Homo sapiens 


similar tO KlK±iN CJJNA I /UUUlUrilD 

gene 


77Q 


inn 


1255 


gi 19263005 


• Ciona 
intestinalis 


leucine-rich repeat dynein light chain 


7^0 


7S 


1255 


gi2760l6l 


Anthocidaris 
crassispina 


3 — » i- — \r~' — o 

outer arm dynein light chain 2 




uo 


1256 


gi\2666529 


Mus musculus 


b,b-carotene-9 l , 1 O'-dioxygenase 




80 


1256 


• A 1 (I'M 

gi4001821 


Ambystoma 
tigrinum 


RPE65 protein; retinal pigment 
epithelium 65 -protein 


1 19^ 


44 


1256 


gil 1990268 


Mus musculus 


beta, beta-carotene id, id -ai oxygenase 


1110 


42 


1257 


gi 12666529 


Mus musculus 


b,b-carotene-9\ 1 0'-di oxygenase 


2305 


81 


I ZD 1 




tigrinum 


RPPfiS nrotein* retinal niement 
epithelium 65-protein 


1122 


44 


1257 


gil 1990268 


Mus musculus 


beta,beta-carotene 15, 15 -dioxygenase 


1113 


42 


1258 


gi!8490501 


Mus musculus 


RDCEN cDNA 2010002A20 gene 


868 


76 


1258 


gi61 


Bos taurus 


calmodulin-independent adenylate 
cyclase 


166 » 


29 


1258 


gi 15559697 


Homo sapiens 


Similar to neural cell adhesion molecule 1 


165 


29 


1259 


gi21748488 


Homo sapiens 


FLJ00277 protein 


50 


52 


1259 


gi2331293 


Mus musculus 


preprocortistatin 


73 


40 


1259 


gil335910 


Rattus 
norvegicus 


preprocortistatin 


58 


36 
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1260 


gil079734 


Mus musculus 


citron 


1291 


94 


1260 


gi3599509 


Mus musculus 


rno/rac-inieracuiig oiiruu wu<»c 


1286 


94 


1260 


gi2745840 


Rattus 
norvegicus 


postsynaptic ueiiMiy pii/Leiii, uuuu 


1262 


93 


1261 


gi 147 15029 


Mus musculus 


„ or |„ a f rvr r*\tdf*\r\P?\ "nmfptTIQCP inn 1 Hi tOT 

serine lor cysteine/ piutcuiooc umiuuiu, 
/»lsifl<a "P ^npYin niacin inoeen activator 
inhfhitrvr t vnp 1 ^ member 2 


407 


39 


1 O/C 1 


gDD Wo j 


JYLuS UlUSCUIUS 


T\rrktf*iH!P-TIPVin 1 
piUlCooC 1ICA111 I 


406 


38 


lzol 


gl41zl3 / 


riomo sapient* 


olia-/1f*rivf*H neurite-nromotins factor 
(GdNPF) 


397 


38 


12oz 


gl4J2\5Dol 


nomo sapiens 


aCIICol'Clll/V "OMVA»lOlwu \*^/iLLi\jLiai 

mpmliranp nrntpjn 


223 


97 


i no 
Izoz 


glljZl40/o 




plmiHin 1 


223 


97 


Izoz 




nOIIlU adpiCIlo 


rlnnffin-1 


223 


97 1 


IZOJ 




xiuniu oopiciio 


CfTP-htndine nrotein Sara 


449 


57 | 


IzaJ 


gll J D4zOoj 


lViliio miicr*iilifC 
lVlllo IllUbL'UlUa 




446 


54 


1 0£1 
lzo3 




T_f r\ rvt i~\ on tm on o 

riOmo sapicnb 


O/AJV 1 


445 


54 


1264 


gill558264 


Homo sapiens 


sphingosine- 1 -phosphatase 


697 


37 


1264 


gil344/ lyy 


LI/>\tvi f-% nnnionC 1 

riomo sapiens 


cr*Vi i r» crr»<n* n p-. 1 -r>h ft cftfi 51+P Tlh ft <m it ataS£ 


683 


37 


1264 




Mus musculus 


spjiingubiiie - i-piiu&fttxoio 

phosphohydrolase 


691 


38 


1265 


gil4 


Bos taurus 


RnWPI 1 
J3U W 1 . 1 


1026 


37 


1265 


'ci mode 

gi->io/y4j 


Homo sapiens 




1093 


40 


1265 


gl31zl4z 


riomo sapiens 


1V11J>V ailUgCIl 


1093 


40 1 


1266 


gil4 


Bos taurus 


BoWCl.l 


1026 


37 


1266 


gi5 1 07945 


Homo sapiens 




1093 


40 


1266 


gi312142 


Homo sapiens 


M130 antigen 


1093 


40 


1267 


gil8873700 


Necator 
americanus 


NADH dehydrogenase subunit 2 


69 


32 


1267 


gi20338417 


Galius gallus 


potassium channel subunit 


f 7 


31 


1267 


gi396416 


Escherichia coli 


similar to Neurospora crassa phosphate- 
repressiblejphosphate permease 


72 


42 


1268 


gi21619491 


Homo sapiens 


similar to expressed sequence A W049604 


778 


100 


1268 


gi6572294 


Homo sapiens 


DA262A13.1 (novel protein) 


ZJ 1 




1268 


gil61662 


Tribolium 
castaneum 


zinc finger protein 


fS\ 

ou 


zo 


1269 


gi2 159 1552 


Haemophilus 
influenzae 
biotype 
aegyptius 


: — r; 

cell filamentation-like protem 


cc 


j 1 


1269 


gi 1762771 


Pleurodeles 
waltl 


homeodomain-containmg protein 


66 


35 


1269 


gil9528253 


Drosophila 
m el an oeaster 

111 vl Cil lUgUvivi 


GH13327p 


j j 


41 


1270 


gil8033185 


Danio rerio 


UNC45-related protein 


3103 


73 


1270 


gil2248757 


Homo sapiens 


SMAP-1 


2393 


57 


1270 


gil2248771 


Homo sapiens 


SMAP-lb 


2393 


57 


1271 


gi21064657 


Drosophila 
melanogaster 


RH01479p 


185 


39 


1271 


gi7304173 


Drosophila 
melanogaster 


CG1577-PA 


185 


39 


1271 


gi20150011 


Pseudomonas 
fluorescens 


MmpIV 


89 


36 


1272 


gi9366656 


Trypanosoma 


probable similar to ring-h2 finger protein 


76 


55 
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c 

score 


jr erceniage 
identity 






brucei 


rhala. 






1272 


gi6714271 


Arabidopsis 
thaliana 


F6N18.7 


59 


36 


1272 


gil0440424 


Homo sapiens 


FLJ00047 protein 


74 


50 


1273 


gi 15823642 


Homo sapiens 


ALS2CR7 




1 AA ! 


1273 


gi2645810 


Mus musculus 


Pftaire-l 


1195 


68 


1273 


gi2392814 


Mus musculus 


PFTAIRE kinase 


1 1 AA 

1190 


67 


1274 


gi2407911 


Homo sapiens 


differentially expressed m Fanconi 
anemia 


714 


96 


1274 


gi21595389 


Homo sapiens 


similar to FYVE finger-containing 
phosphoinositide kinase (1- 
phosphatidylinositol-4-phosphate kinase) 
(PIP5K) (PtdIns(4)P-5-kinase) (p235) 


89 


27 


1274 


gi330134 


human 
herpesvirus l 


latency-related protein 1 


87 


46 


1275 


gi21908028 


Homo sapiens 


a disintegrin and metalloprotease domain 
33 


4205 


97 


1275 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4204 


97 


1275 


gil3157560 


Homo sapiens 


dJ964F7.1 (novel disintegrin and 
reprolysin metalloproteinase family 
protein) 


3916 


97 


1276 


gi530876 


Chlamydomona 
s reinhardtii 


amino acid feature: Rod protein domain, 
aa 266 468; amino acid feature: 
globular protein domain, aa 32 265 


138 


35 


1276 


gil41852 


Actinomyces 
viscosus 


sialidase 


137 


30 


1276 


gil3926258 


Arabidopsis 
thaliana 


AT5 gl 0430/F 1 2B 1 7_220 


110 


34 


1277 


gil5291913 


Drosophila 
melanogaster 


LD3l582p 


201 


36 


1277 


gi 16648042 


Drosophila 
melanogaster 


GH07l05p 


1 O 1 




1277 


gil6416111 


Neurospora 
crassa 


related to suppressor protein SPT23 






1278 


gi544755 


Oryctolagus 
cuniculus 


ammopeptiaase IN, ArN 


1UIO 


JO 


1278 


gi525287 


Sus scrofa 


aminopeptidase N. 


1012 


39 


1278 


gi205109 


Rattus 
norvegicus 


kidney Zn-peptidase precursor 


1 AA/I 

10U4 


■JO 


1279 


gi 13559063 


Homo sapiens 


dAjjzMI i.j (novel protein ) 




1 An 


1279 


gi9963863 


Homo sapiens 


AD026 


738 


98 


1279 


gi 1 9263987 


Homo sapiens 


similar to CMRF35 ANTIGEN 
PRECURSOR 






1280 


gi2773306 


Equus cabal) us 


type II collagen 


69 


31 


IzoU 


giioo 


Canis familians 


type iio procollagen 


\>y 


j i 


1280 


gi89l887l 


YccA of 
plasmid Collb- 
P9] [Plasmid F 


96 pet identical to gp:AB021078_30 


64 


26 


1281 


gi9927307 


Mus musculus 


junctophilin type 3 


59 


42 


1281 


gi588l59l 


Gallus gallus 


homeodomain protein 


78 


38 


1281 


gill095l67 


Bacteriophage 
ARl 


gp38 


76 


34 


1282 


gil3938232 


Homo sapiens 


Similar to R1KEN cDNA 2610005H1 1 
gene 


78 


32 


1282 


gil3883774 


Mycobacterium 


NAD-dependent epimerase/dehydratase 


83 


31 
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tuberculosis 
CDC1551 


iami ly protein 






1282 


gi588159l 


Gall us gall us 


nomeoaomain protein 


78 1 


38 


1283 


gil3938232 


Homo sapiens 


Similar to RIKEN cDNA 2610005H1 1 
gene 


78 ! 


32 


1283 


gil3883774 


Mycobacterium 

tuberculosis 

CDC1551 


NAD-dependent epimerase/dehydratase 
family protein 


83 


31 


1283 


gi5881591 


Gallus gallus 


homeodomain protein 


/ o 




1284 


gi 15779156 


Homo sapiens 


Similar to RIKEN cDNA 1810073N04 
gene 


4057 


100 


1284 


gi 13097045 




Mus musculus 


bimiiar to kjukjcin cuin a i o i uu / jinuh- 
gene 


1797 

X. 11.1 




1284 


~ 1 O A A Tl OO 

gi 18447388 


Drosophila 
melanogaster 


Kbujy44p 


716 


32 


1 ioc 


ml 1 <1^07A 

giZlozoo/4 


Drosophila 
melanogaster 


CCiQA 1 n_PR 


354 


46 


t ioc 


gl /DVZZo 1 


Drosophila 
melanogaster 


pOQ41ft-PA 


354 


46 


1 10c 
1283 


mil 1££AO£ 

giZI looUoo 


Dictyostelium 
discoideum 


lNULICUbJU.C UipiIUopilaLC iVUJaot 


164 


30 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


146 


33 


1286 


gn9U70ozz 


Mus musculus 


A>f\/K T-»rr»f<=»in PA7POP 


132 


29 


1286 


gi9652255 


Ovis aries 


DNA binding protein pur-alpha 


76 


26 


1287 


gi 1006932 


Visna virus 


envelope polyprotein 


U 1 


to 


1287 


gi6469042 


Mus musculus 


L»io4ivi protein 




28 


1287 


gi20988388 


Mus musculus 


Similar to mammary tumor virus receptor 

i 
z 


73 


28 


1288 


gi 12309630 


Homo sapiens 


DA438B23.1 (neuronal leucine-rich 
repeat protein) 


319 


31 


1288 


gi6273399 


Homo sapiens 


melanoma-associated antigen MG50 


322 


31 


1288 


gi 1504040 


Homo sapiens 


similar to D. melanogaster 
peroxidasin(U11052) 


jZZ 




1289 


gi 1 6769274 


Drosophila 
melanogaster 


LD2242Jp 


ZZZ 


OA 

Z*T 


1289 


gi 18700635 


Homo sapiens 


— : — ■ — 

importin 4 


1 LJ 


23 


1289 


gil3277562 


Homo sapiens 


Similar to RIKEN cDNA 8430408015 
gene 


113 


23 j 


1290 


glZlJyi4oO 


— _ 

Mus musculus 


ieucme-ncn repeal uomain-conuiiiiing 
protein 


430 


43 


1290 


glZloZj /4U 


— 

Rattus 

norvegicus 


Leucinc-ricn rcpctiL-v/UiiidJiLiiig jjiuiciij j 


425 


43 


1 ion 


m'11 1Q1 A9.A 


riomo sapiens 




392 


39 


1291 


gi2 1624340 


Homo sapiens 


ceramide kinase 


1611 


100 


1291 


gi2 1624342 


Mus musculus 


ceramide kinases 


1374 


86 


1291 


gil6768660 


Drosophila 
melanogaster 


HL01538p 


292 


41 


1292 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1292 


gi3 12590 


Mus musculus 


biliary glycoprotein 


204 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1293 


gi50369 


Mus musculus 


precursor protein (AA -34 to 244) 


204 


32 


1293 


gi312590 


Mus musculus 


biliary glycoprotein 


204 


32 


1293 


gi3549152 


Homo sapiens 


R29124 1 


187 


32 


1294 


gi21411450 


Mus musculus 


similar to FLJ00179 protein 


1159 


91 
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1 OA/1 


gllo0/CO04 


— ; 

Homo sapiens 


rJ_JUui /y proiem 


993 


99 


1294 


gil7945392 


Drosophila 
melanogaster 


RE17452p 


486 


59 


1295 


gi/708438 


Homo sapiens 


OJooDAiu. i ^similar io ccrcDciim 

piCUUlaUi ) 


1020 


100 


IZiO 


glD /i)L3 1 1 


— 1 

Mus musculus 


Tvi-fW»i»i*^r»Al iin_ 1 

preccrcuciiiii- 1 


699 


70 




gl 1 oUZD 1 


riomo sapiens. 


pi CCCI CUCIilll 


696 


74 


1296 


gLjyuiozo 


Homo sapiens 


neuroiensm receptor l 


1436 


100 


1 1A£ 

l2yo 


gll4oJDol/ 


Rattus 
nor vcgicub 


in i ivz i eccpiur 


1073 


76 


1296 


gil7646096 


Mus musculus 


low affinity neurotensin receptor 


1072 


77 


1/yo 


glOOZ4Do:5 


riomo sapiens 


HTAITV? 1 rhnllmiQ npmnhiffoid antieen 1 
UJU ID/., l ^uuiiuua pGiupiiiguiu cuiugvu a 

mO/MOHYl i inform 3^ 


1342 
6 


100 


izyo 


gl4UJlZ4 


xiomo sapiens 


ViiiIIaiic n**mr»ni<TAiH nntipen 

UULLUUo pCIIipilIgVlU OilLlg^il 


9121 


92 


1298 


gil5077861 


Mus musculus 


bullous pemphigoid antigen 1-e 


6442 


67 


1 1AA 

1299 


glZl 141/0 


Homo sapiens 


t\Q7 Vi r> m r\) r\orvi 1 c wAtPttt 

jty i noiiioiugoud ptuLciii 


100 


23 


1299 


nil o^/nn 


Homo sapiens 


nram Af<ar»tijl A'pvplAATYip'nt tirAffiin 1 
CI dillUidUIdJ UCVCIUpIildll piuii/llJ l 


100 


23 


1299 


_">1/4 1 QAA 

gii34ioyy 


Homo sapiens 




100 


23 


1300 


gi6572294 


Homo sapiens" 


DA262A13.1 (novel protein) 


499 


100 


1300 


gi21619491 


Homo sapiens 


similar to expressed sequence a w vHyout 


260 


42 


1300 


gi246019o 


Monodelphis 
domestica 


itMiwiinnnlnkiiti'n Trrl^^m ironorilp nATTlCltTI 

lmmunogioouun ignic*? vaimuic uuinaiii 


65 


37 


1301 


glloO/00->Z 


Homo sapiens 


T7T Tnn99^ nrAtpin 
rLJuuzzj pruLciii 


779 


100 


1301 


gi2632952 


Bacillus subtilis 


yebD 


66 j 


51 


1301 


gi20749947 


Drosophila 
virilis 


fruitless class I male isoform 


50 


40 


1302 


gl 18676652 


Homo sapiens 


rLJUUZZj proiem 


444 


07 


1302 


gi2632952 


Bacillus subtilis 


yebD 




48 


1303 


gi342299 


Macaca 
fascicularis 


preprosomatostatin 


226 


100 


1303 


gi338288 


Homo sapiens 


preprosomatostatin I 


226 


100 


1303 


gi21619156 


Homo sapiens 


somatostatin 


226 


100 


1304 


gil4249944 


Homo sapiens 


Similar to bromodomain-containing 4 






1304 


gi2865615 


Leishmania 
peruviana 


acidic ribosomal protein PI 


yj 




1304 


gi343452 


Tarsius 
bancanus 


involucrin 


ii/i 

1 14 


LH 


1305 


gi219894 


Homo sapiens 


80K-L protein 


1Z4 


LO 


1305 


gil87387 


Homo sapiens 


myristoylated alanine-rich C-kinase 
substrate 


ILL 


LO 


1305 


gi 13562004 


Nephila 

madagascariens 

is 


major ampullate spidroin 2-like protein 


14U 


17 
DD 




oi? 1744795 


Haiti a Q^rvifTlC 


p! vco s vl -oh osDhati dvl- inositol -MAM 


1548 


48 


1306 


gi7529597 


Homo sapiens 


dJ402N21.2 (novel protein with MAM 
domain) 


657 


53 


1306 


gi7529598 


Homo sapiens 


dJ402N21.3 (novel protein with 
Immunoglobulin domains) 


591 


52 


1307 


gi4455102 


Brassica rapa 


pollen-specific protein BAN 102 


72 


44 


1307 


gi4096227 


Oryctolagus 
cuniculus 


Ig heavy chain 


68 


31 


1307 


gil7017359 


Talaromyces 
emersonii 


60S ribosomal protein L2 


60 


43 


1308 


gil7429038 


Ralstonia 


PROBABLE ACYL-COA 


1166 


56 
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S 
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solanacearum 


DEHYDROGENASE 

/^■VTrNATS T? T~\T T/ V 1 ' A OP T»T> /"V 1 •L* 1 kT 

OXIDOREDUCTASE PRO 1 blN 






1308 


gi9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1121 


57 


1308 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1 ACQ 




1309 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE PROTEIN 


1166 


56 


1309 


gj9948609 


Pseudomonas 
aeruginosa 


probable acyl-CoA dehydrogenase 


1 I'M 
1 1Z1 


57 


1309 


gil3421911 


Caulobacter 

crescentus 

CB15 


acyl-CoA dehydrogenase family protein 


1058 


54 


1310 


gi 19070 124 


Mus musculus 


— : : : ~ 

zinc transporter-like 3 protem 


10R7 


05 


1310 


gi20563194 


Mus musculus 


zinc transporter 6 


107^ 
1U ID 




1310 


gi9803033 


Caenorhabditis 
elegans 


C. elegans TOC-1 protein (corresponding 
sequence ZC395.3) 


279 


38 


1311 


gi854065 


Human 
herpesvirus 6 


U88 


260 


33 


1311 


gi21928439 


Homo sapiens 


seven transmembrane helix receptor 


174 


29 


1311 


gil8893248 


Pyrococcus 
furiosus DSM 
3638 


smc-like 


ill 




1312 


gi5295832 


Homo sapiens 


dJ21018.2 (protem similar to collagen) 


1 \ATt 
1 \ *\L 


1 nn 


1312 


gi6526769 


Homo sapiens 


HRIHFB2003 


L\JJJ 


07 
y 1 


1312 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


738 


41 


1313 


gil9263985 


Homo sapiens 


Similar to RIKEN cDNA 130001 /buy 
gene 


1 

LJOD 


00 


1313 


gil9528309 


Drosophila 
melanogaster 


LD02310p 


573 


55 


1313 


gi7 106870 


Homo sapiens 




777 


Jv 


1314 


gi22090626 


Homo sapiens 


HbCl domain protein LAoUi 


1 IfiO 

1 IU7 

0 


00 

yy 


1314 


gi6841194 


Homo sapiens 




>00-> 


00 

yy 


1314 


gj20l5l907 


Drosophila 
melanogaster 


SD03277p 


1 


75 


1315 


fry % e A C A 1 

gi21 542541 


Homo sapiens 


bimiiar to ri l rAr protein 


/UU 


100 


1315 


gil3 182757 


Homo sapiens 


Hi if Air 


H I J 


100 


1315 


gi 14020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 






1316 


gi 2 1542541 


Homo sapiens 


similar to rill' Ar protein 


1704 


00 


1 J 10 




Waitia Qnni<*ri<s 


HTPAP 


915 


100 


1316 


gil4020949 


Arabidopsis 
thaliana 


phosphatidic acid phosphatase 


460 


41 


1317 


gil80164 


Homo sapiens 


CD7 antigen protein 


1135 


93 


1317 


gi732757 


Homo sapiens 


CD7 antigen 


1135 


93 


1317 


gi 14424540 


Homo sapiens 


CD7 antigen (p41) 


1135 


93 


1319 


gil6416764 


Homo sapiens 


FKSG16 


2369 


99 


1319 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 gene 


1833 


75 


1319 


gil4715055 


Homo sapiens 


Similar to RIKEN cDNA 1 1 10002C08 
Sene 


418 


32 


1320 


gil6416764 


Homo sapiens 


FKSG16 


323 


98 
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c 
O 

score 
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laenuiy 


1320 


gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 gene 


257 


77 


1320 


gil4715055 


Horao sapiens 


Similar to RIKEN cDNA 1 1 lOUOzCUo 
gene 


y / 




1321 


gil0834558 


Rattus 
norvegicus 


proline argjnine-rich end leucine-rich 
repeat protein 


109 




1321 


gi21618473 


Homo sapiens 


proline arginine-rich end leucine-rich 
repeat protein 


DOiy 




1321 


gi 1145773 


Homo sapiens 


prolargin 


IRQ 
joy 




1322 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like lectin 5 


1473 


84 


1322 


gi2411475 


Homo sapiens 


OB binding protein-2 


1473 


84 


1322 


gi5759!06 


Homo sapiens 


sialic acid binding Ig-like Iectm-5; siglec- 
5 


1 ATX 


QA 
OH 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like lectin 5 


i 

1 D/J 


5/ 


1323 


gi2411475 


Homo sapiens 


OB binding protein-2 


1375 


87 


1323 


gi5759106 


Homo sapiens 


sialic acid binding Ig-like lectin-5; siglec- 
5 


1375 


0/ 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 


1324 


gi 15099921 


Homo sapiens 


ADAM-TS related protein 1 


on a 
0/4 


OQ 

yo 


1324 


gil3183078 


Homo sapiens 


a disintegrin-like and metalloprotease 
domain with thrombospondin type I 
motifs-like 3 


603 


73 


1326 


gi757915 


Homo sapiens 


apoCII protein 


427 


89 


1326 


gil78836 


Horao sapiens 


apolipoprotein C-II 


427 


OA 

89 


1326 


gi342077 


Macaca 
fascicularis 


apolipoprotein C-II 


371 


78 


1327 


gi21619424 


Homo sapiens 


Similar to LOCI 505 80 


477 


100 


1327 


gi 12656449 


Plasmodium 
falciparum 


erythrocyte membrane protein 1 


63 


25 


1327 


gil5384029 


uncultured 

crenarchaeote 

74A4 


extracellular protein 


64 


31 


1329 


gi 16033597 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2d 


1003 


99 


1329 


gil6033591 


Homo sapiens 


SH2 domain-containing phosphatase 
anchor protein 2b 


991 


99 


1329 


gil8092655 


Homo sapiens 


immunoglobulin superfamily receptor 
translocation associated protein 3 


985 


99 


1330 


gi4877582 


Homo sapiens 


lipoma HMGIC fusion partner 


728 


63 


1330 


gi 14272235 


Homo sapiens 


bA183L8.1 (lipoma HMGIC fusion 
partner) 


445 


61 


1330 


gi 15292437 


Drosophila 
melanogaster 


LP10272p 


187 


25 


1331 


gil7426418 


Mus musculus 


calmodul in-related protein 


788 


100 


1331 


gil2060826 


Homo sapiens 


serologically defined breast cancer 
antigen in i-di\.-zu 


610 


77 


1331 


gi5932428 


Myxine 
glutinosa 


calmodulin 


316 


44 


1332 


gi 17862436 


Drosophila 
melanogaster 


LD27564p 


152 


26 


1332 


gil3311009 


Homo sapiens 


NYD-SP16 


78 


26 


1333 


gil3279251 


Homo sapiens 


Similar to wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gil 1693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gil4133265 


Homo sapiens 


WNT6 


2000 


100 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 
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Hit ID 


Species 


x/caCI ip UUU 


s 

score 


Percentage 
identity 


MIA 


ml QlA A1(\A 


nUIIlU bapiCIiD 


•ritir trati QnArt^r S 


463 


94 


1334 


gil9744306 


Mus musculus 


zinc transporter 5 


407 


85 




guo4ovooo 


IV1US museums 


uudv/tuiy ici/optur ivivyjcv.it j i 


310 


74 






O.0TT10 sapiens 


cpupn tmncmpmhrnnp VipIiy rpf*PDtor 

bCVClI LialloXIlClilUlullC I1C1IA 


301 


77 


1335 


gi2447219 


Homo sapiens 


0LF4 


295 


71 


1336 


gi20988856 


Homo sapiens 


protein lnxiiDiior 01 aciivaicu oiaij 


3277 


100 


1336 


©4996563 


Homo sapiens 


protein lnmoiior 01 acuvanea diai j 


3277 


100 


1336 


gil7149822 


Rattus 
norvegicus 


potassium channel regulatory protein 
vnu ap 


3211 


96 


1337 


©4469173 


Gallus gallus 


delta-9 desaturase 


1149 


71 


1337 


—1 1 AAAOO/fiT 

gi 19908266 


Chanos chanos 


siearoyi-LA)A aesaxurase 


1140 


65 


1337 


gi5738564 


Ctenopharyngo 
don ideiia 


delta-9-desaturase 


1132 


70 


1338 


gil4030861 


Homo sapiens 


paraneoplastic neuronal antigen MAI 


1830 


99 


1338 


gil 8478557 


Rattus 
norvegicus 


paraneoplastic onconeuronal protein MAI 


17^9 


01 


1338 


gil5929l83 


Homo sapiens 


modulator of apoptosis 1 


000 


JO 


1339 


gi5452942 


Mus musculus 


glucosidase 11 beta-subumt 


114 


JO 


1339 


gil63157 


Bos taurus 


high-mobility-group protein 


190 


41 


1339 


gil5076513 


Mus musculus 


22 kDa neuronal tissue-enriched acidic 
protein 


131 


26 


1341 


gill 1775 14 


Homo sapiens 


tandem pore domain potassium channel 
1 niiv-Z 


9914 


100 


1341 


gill 177510 




Rattus 
norvegicus 


tanuem pore aomain potassium uiwiiiici 
l rrliv-z 


2215 


98 


1341 


gil5215363 


Homo sapiens 


potassium channel, subfamily K, member 
il 


1346 


65 


1342 


gii4336716 


Homo sapiens 


similar to FBan0003337 


1216 


100 


1342 


gi20987336 


Mus musculus 


"DTVI3TVJ /»T\NIA A 01AA1 i*i"P9 1 eronp 

KJ.ivc.rN cdina AVJuuiorzi gene 


497 


SO 


1342 


gi 19886829 


Methanopyrus 
kandien Av iy 


o Aivi-Qepenaeni metnyiuaiisiera.se 


104 


31 


1343 


• 1 AC"! A'lOQ 

gilyj 703^0 


Homo sapiens 




1 115? 

1 1JO 


43 


1343 


gil 1 862939 


Mus musculus 


DDM36 


1134 


43 


1343 


gill 862941 


Mus musculus 


JJDM.50D 


1 19S 


41 


1344 


gi21 744725 


Homo sapiens 


glycosyljphosphatidyl-inositol-MAM 


4898 


98 


1344 


'If^rtf Aft 

gi7529598 


Homo sapiens 


OJ402N21.3 (novel protein witn 
Immunoglobulin domains) 




oo 
yy 


1344 


gi7529597 


Homo sapiens 


OJ402N21.2 (novel protein witn mam 
domain) 




04 

y4 


1345 


• 1 />o*7^ 1 AO 

gil 2276 198 


Homo sapiens 


JhKoU40 


1 090 


100 


1345 


gi 12408250 


Homo sapiens 




1 090 


100 

1UU 


1345 


gil8652934 


Xenopus laevis 


Mig30 


649 


49 


1346 


gil6769552 


Drosophila 

m piano crck QtPT 


LD38375p 




*H 


1346 


gi7523707 


Arabidopsis 
thaliana 


Putative membrane protein 


1105 


39 


1346 


gi 1632829 


Plasmodium 
falciparum 


AARP2 protein 


467 


36 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1162 


95 


1347 


gi3093373 


Mus musculus 


small proline-rich protein 21 


64 


39 


1347 


gi912799 


Homo sapiens 


type I hair keratin 


63 


33 


1348 


gil016012 


Rattus 
norvegicus 


neural cell adhesion protein BIG-2 
precursor 


5093 


93 


1348 


gi!9913548 


Homo sapiens 


similar to axonal-associated cell adhesion 


3630 


99 
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molecule 






1 *5 A O 

1348 


gi200057 


Mus musculus 


neuronal glycoprotein 


3630 


64 


1349 


gi 15292437 


Drosophila 
melanogaster 


LPl0272p 


441 


39 




• y| OT7C 

gj4877582 


Homo sapiens 


lipoma HMCjIC fusion partner 


221 


OQ 


1349 


• t C.CA O AC A 

gl 16648454 


Drosophila 
melanogaster 


SD01285p 


162 


*>A 

24 


1 1*\A. 


gH3Uy//U5 


Homo sapiens 


: ; : : : — — 

serine (or cysteine) proteinase inhibitor, 

clade A (alpha- 1 antiproteinase, 

antitrypsin), member 3 


1 o*>c 


AO 

y/ 


1 D JU 


cri 11/10,1 A 7 
gll jhUIHZ 


_ . 

Homo sapiens 


alpha 1 -antichym otrypsin 


iyZ.i 


07 




rwMI £**&QO 

gWlOJOVU 


Homo sapiens 


alpha** 1-antichymotrypsin precursor 




Q*7 


1351 


gi21618556 


Homo sapiens 


trophinin associated protein (tastin) 


3134 


84 


1 K1 




Homo sapiens 


tastin 


1 1 OA 


OA 

o4 


1351 


gi7861746 


Mus musculus 


GABA-A receptor epsilon-like subunit 


165 


40 


1352 


gll 2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gil2053851 


Homo sapiens 


DREV1 protein 


1676 


99 


1352 


gil 2055091 


Mus musculus 


DREV protein 


1655 


97 


1353 


gi 14627081 


Homo sapiens 


caspase-1 dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi21707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gil 86286 


Homo sapiens 


interleukin 1-beta convertase 


445 


92 


1354 


gil7431573 


Ralstonia 
solanacearum 


PUTATIVE LIPOPROTEIN 
TRANSMEMBRANE 


82 


42 


1354 


gi995704 


Saccharomyces 
cerevisiae 


L3149 


69 


23 


1354 


gi!256899 


Saccharomyces 
cerevisiae 


Yrll38wp 


69 


23 


1355 


gl 120347 19 


Mus musculus 


ankyrin-like protein 


413 


43 


1355 


gl 13469729 


Homo sapiens 


breast cancer antigen NY-BR-1 


415 


49 


1 1CC 

1355 


gi21618588 


Homo sapiens 


testis- specific ankyrin motif containing 
protein 


362 


46 


1 OC£ 


gloz/25D / 


Rattus 
norvegicus 


protein kinase WNK.1 


5439 


73 


J Jjo 


gioyJioo4 


Homo sapiens 


kinase deficient protein KDP 


1 A AO 

3408 


100 


1356 


gil9032238 


Homo sapiens 


protein kinase WNK3 


1664 


56 


1357 


gi8272557 


Rattus 
norvegicus 


protein kinase WNK1 


5439 


73 


1357 


gi6933864 


Homo sapiens 


kinase deficient protem KDP 


1159 


98 


1357 


gi 19032238 


Homo sapiens 


protein kinase WNK3 


530 


40 


1358 


gil0946203 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


neuromedin U receptor-type 2 


785 


100 


1358 


gil 6877377 


Homo sapiens 


neuromedin U receptor 2 


785 


100 


1359 


gil 786 1592 


Drosophila 
melanogaster 


GH13807p 


1234 


45 


1359 


gil 8376566 


Caenorhabditis 
elegans 


Y105E8A.20 


964 


49 


1359 


gi9368514 


Leishmania 
major 


methionyl-tRNA synthetase 


963 


42 


1360 


gil7389919 


Homo sapiens 


Similar to major histocompatibility 
complex, class II, DP beta 1 


819 


100 


1360 


gi575494 


Homo sapiens 


MHC class II lymphocyte antigen beta 
chain 


437 


72 


1360 


gil88479 


Homo sapiens 


HLA-DPB1 


437 


72 
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1361 


gi3342737 


Homo sapiens 


R26660__2, partial CDS 


1025 


97 


Uol 


gi 14625 940 


Homo sapiens 


interleukin-10 


42 


53 


lJOl 


—TO A AC A AT 

gi3005997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 


1 JOZ 


glJj4z / J / 


Homo sapiens 


KzoooU _Zy partial CDb 


1001 


94 


IJOZ 


gl 14025940 


Homo sapiens 


interleukin-10 


42 


53 


1362 


gi3005997 


okra yellow 
vein mosaic 
virus 


AC2 


77 


35 


1 JUJ 


giijyyi to/ 


Homo sapiens 


— r T* . , , , : — 

sialic acid-bindmg immunoglobulin-like 
lectin-like long splice variant 


OC7A 

2879 


99 


I jOj 


glifOZJOZZ 


xiomo sapiens 


oigiec-JLfi 




oo 

yy 






Port Ttwrrl i\A\rt on 

ran trogioayies 


sialic acid-binding lectin Siglec-Ll 


zoU4 


yl 


1364 


©120072749 


Homo sapiens 


similar to interferon alpha/beta receptor 1 


879 


100 


I J04 


gij / izyo 


Homo sapiens 




188 


27 


1364 


gi4028135 


Gall us gallus 


interferon alphatoeta receptor 1 


195 


27 


lJO D 


gloj /zOj j 


Homo sapiens 


interleukin-l receptor antagonist homolog 
i 


823 


100 






— ; 

Homo sapiens 


interleukin-l receptor antagonist homolog 


823 


100 


IJOJ 


g!0lOJJj4 


Homo sapiens 


interleukin-l -like protein- 1 


823 


1 AA 

100 


1366 


gi 1 / / O / 1/ 




<upnd-z-inacrogioDuiin precursor 


z/ou 


ACS 


1366 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


2775 


40 


1366 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2774 


40 


1367 


gi4574224 


Fundulus 
heteroclitus 


multidrug resistance transporter homolog 


287 


49 


1367 


gil9743730 


Rattus 
norvegicus 


ATP-binding cassette protein Bib 


285 


50 


1367 


gi34525 


Homo sapiens 


P-glycoprotein (43 1 AA) 


273 


50 


1368 


gil98922 


Mus musculus 


lymphocyte differentiation antigen 


713 


100 


1368 


gi 198926 


Mus musculus 


Ly-6A.2 alloantigen 


713 


100 


1368 


gi!98930 


Mus musculus 


differentiation antigen Ly-6E/A 


713 


100 
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685 


gil83150 


Homo sapiens 


chorionic somatomammotropin 

Cv>-5 


ion 


1 Aft 

1UU 


685 


gi23271170 


Homo sapiens 


chorionic somatomammotropin 
hormone 2 




I/O 


685 


gi28 188743 




Pan troglodytes 


placental lactogen ri^-o 




08 


686 


gil83178 


Homo sapiens 


hGH-V2 


1033 


78 


686 


gi23271170 


Homo sapiens 


chorionic somatomammotropin 
hormone 2 


7n*7 
/U/ 


00 1 
yz 


686 


gi28 188743 




Pan troglodytes 


placental lactogen jtltd 




y*t 


688 


gil8088830 


Homo sapiens 


AAHzU /jo 


78^ 


inn, 


688 


• ion io 

gil83178 


Homo sapiens 


nLrri-Vz 


10^1 


70 
/y 


688 


gi305 82691 


Homo sapiens 




785 


inn 


689 


gi 12653501 


Homo sapiens 


obKrllNr 1 protein 




o«. 
so 


689 


gi3 05 83283 


Homo sapiens 


, member 1 




Q5 

yj 


689 


gi30585311 


synthetic construct 


, member 1 


2003 


95 


690 


gi20269957 


Sus scrota 


AF498759_1 pnospnolrpase C 
delta 4 


1 nil 


88 
OO 


690 


gi21307610 


Mus musculus 


phospholipase C delta 4 


QfkQ 

yuy 


II 


690 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


893 


lO 


691 


gi 17864023 


Homo sapiens 


AF450090 1 KCCR13L 


O CO/I 

3j/4 


1 nn 
1UU 


691 


gi22760385 


Homo sapiens 


unnamed protein product 


.3MD 


on 

yy 


691 


gi22761016 


Homo sapiens 


unnamed protein product 




i nn 
1UU 


692 


gi 12697933 


Homo sapiens 


KIAA1694 protein 


O OCA 

3oj0 




692 


gi20380030 


Mus musculus 


4933407C03Rik protein 


3251 


98 


692 


gi27652547 


Homo sapiens 


truncated c-Maf-inducing 
protein 


3506 


99 


693 


gi437662 


Oryctolagus 
cuniculus 


interleukin-8 receptor subtype 
B 


188 


61 


693 


gi511803 


Homo sapiens 


interleukin-8 receptor type B 


172 


57 


693 


gi576679 


Homo sapiens 


interleukin 8 receptor B 


172 


57 


694 


gi32966069 


Homo sapiens 


CD39L2 nucleotidase 


2514 


99 


694 


gi3335098 


Homo sapiens 


CD39L2 


2520 


100 


694 


gi4691263 


Homo sapiens 




2513 


99 


695 


gil6566319 


Homo sapiens 


AF4ill07_l G protein- 
coupled receptor 


1843 


99 


695 


gi21928620 


Homo sapiens 


seven transmembrane helix 
receptor 


1858 


100 


695 


gi22293641 


Homo sapiens 


putative orphan G protein- 
coupled receptor 26 


845 


51 


696 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1460 


90 


696 


gi71 10216 


Homo sapiens 


AF200949_1 C-type lecthvlike 
receptor- 1 


1458 


90 


696 


gi71 10218 


Mus musculus 


AF201457JI C-type lectin-Iike 
receptor 2 


322 


29 


698 


gil8089247 


Homo sapiens 


AAH20966 Similar to 
ectonucleoside triphosphate 
diphosphohydrolase 5 


2104^ 


100 


698 


gi30584801 


synthetic construct 


Homo sapiens ectonucleoside 
triphosphate 
diphosphohydrolase 5 


2104 


100 


698 


gi3335102 


Homo sapiens 


CD39L4 


2104 


100 


699 


gi804761 


Homo sapiens 


putative 


247 


77 


700 


gil6184225 


Drosophila 
melanogaster 


LD24527p 


666 


42 
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700 


gi27447597 


Drosophila 
melanogaster 


transcriptional adapter 2S 


666 


42 


700 


gi7298997 


Drosophila 
melanogaster 


CG9638-PA 


666 


42 


701 


gil7225457 


Homo sapiens 


AF326917_1 autism-related 
protein 1 


1272 


36 


701 


gi27817314 


Danio rerio 




1234 


36 


701 


gi29468246 


Homo sapiens 


XTP9 


3605 


99 


702 


gi20810589 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


702 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


702 


gi9651711 


Mus musculus 


AF224494_1 arsenite inducible 
RNA associated protein 


687 


80 


703 


gi!3241652 


Rattus norvegicus 


AF309558J supernatant 
protein factor 


2040 


93 


703 


gil3543184 


Mus musculus 


SEC14-like2 


2038 


93 


703 


gi6624130 


Rattus norvegicus 


AC004832_1 similar to 45 kDa 
secretory protein 


2150 


100 


704 


gil 1066250 


Homo sapiens 


AF197937_1 presenilins 
associated rhomboid-like 
protein 


1693 


86 


704 


gi 13 177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1761 


99 


704 


gil5559382 


Homo sapiens 


AAH14058 presenilins 
associated rhomboid-like 
protein 


1696 


86 


705 


gil864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


4997 


95 


705 


gi2454510 


Homo sapiens 


PSD-95/SAP90-associated 
protein-2 


2105 


47 


705 


gi6979175 


Homo sapiens 


AF119818_1 homolog- 
associated protein 2 


2089 


47 


706 


gil 1877274 


Homo sapiens 




2260 


99 


706 


gi21667210 


Homo sapiens 


AF465765_1 
bactericidal/permeability- 
increasing protein-like 1 


2260 


99 


706 


gi2 1706776 


Homo sapiens 


Bactericidal/permeability- 
increasing protein-like 1 


2253 


99 


707 


gil 6768 190 


Drosophila 
melanogaster 


GH22974p 


647 


41 


707 


gi24659527 


Homo sapiens 




2006 


100 


707 


gi7291716 


Drosophila 
melanogaster 


CG11388-PA 


648 


41 


708 


gil4334082 


Mus musculus 


AF367970_1 thymus LIM 
protein TLP-A 


479 


87 


708 


gil4335908 


Mus musculus 


thymus LIM protein TLP-A 


479 


87 


708 


gil4335909 


Mus musculus 


thymus LIM protein TLP-B 


396 


90 


709 


gil2804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


2090 


100 


709 


gil3649459 


Homo sapiens 


AF250306_1 putative SB 115 
protein 


2090 


100 


709 


gil 8204670 


Mus musculus 


4930527D15Rik protein 


1015 


96 


710 


gil674440 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 
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710 


gil674441 


Homo sapiens 


collagen type IV a6 chain 


4222 


51 


710 


gi556299 


Mus musculus 


alpha-2 type IV collagen 


8126 


83 


711 


gi438007 


Gallus gallus 


alpha-2-macroglobulin receptor 


15742 


60 


711 


gi7861733 


Homo sapiens 


AF176832J low density 
lipoprotein receptor related 
protein-deleted in tumor 


23654 


99 


711 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


23098 


92 


712 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


848 


100 


712 


gi7861733 


Homo sapiens 


AF176832J low density 
lipoprotein receptor related 
protein-deleted in tumor 


848 


100 


712 


gi8926243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-DIT 


731 


83 


713 


gil3544080 


Homo sapiens 


AAH06171 hypothetical 
protein MGC2731 


1133 


100 


713 


gi20071811 


Mus musculus 


5830411E10Rik protein 


492 


55 


713 


gi33589496 


Drosophila 
melanogaster 


LD31278p 


401 


44 


714 


gil57409 


Drosophila 
melanogaster 


fat protein 


3001 


40 


714 


gi22945533 


Drosophila 
melanogaster 


CG17941-PA 


2292 


34 


714 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


3015 


40 


715 


gil57409 


Drosophila 
melanogaster 


fat protein 


3007 


40 


715 


gi22945533 


Drosophila 
melanogaster 


CG17941-PA 


2289 


34 


715 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


3021 


40 


716 


gi!7865311 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4370 


95 


716 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4370 


95 


716 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4511 


95 


717 


gi2689444 


Homo sapiens 


ZNF134 


1252 


57 


717 


gi31565347 


Homo sapiens 


LOC2840 18 protein 


1252 


57 


717 


gi9968290 


Homo sapiens 


zinc ringer protein 304 


1094 


47 


718 


gi23468368 


Mus musculus 


1200013F24Rik protein 


690 


90 


718 


gi27695305 


Mus musculus 


1200013F24Rik protein 


715 


91 


718 


gi75 82294 


Homo sapiens 


AF208853 1 BM-011 


881 


100 


719 


gil620870 


Ciona intestinalis 


myoplasmin-Cl 


410 


27 


719 


gi7416982 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 1 


255 


20 


719 


gi7416983 


Argopecten irradians 


myosin heavy chain cardiac 
muscle specific isoform 2 


255 


20 


720 


gil3872813 


Homo sapiens 


fibulin-6 


13764 


100 


720 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


13720 


99 


720 


gi3879658 


Caenorhabditis 
elegans 




1636 


29 


721 


gil3 177673 | 


Homo sapiens 


AAH03621 


1520 


45 
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721 


gil9354327 


Homo sapiens 




1520 


45 


721 


gi3822553 


Gallus gaUus 


nuclear calmodulin-binding 
protein 


2238 


61 


722 


gil7223626 


Homo sapiens 


ATP-binding cassette A10 


7963 


99 


722 


gi32350914 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


7943 


99 


722 


gi32350969 


Homo sapiens 


ATP-binding cassette sub- 
family A member 10 


7943 


99 


723 


gil3374079 


Homo sapiens 


TAFII 140 protein 


3677 


99 


723 


gil3374178 


Mus musculus 


TAFII 140 protein 


3193 


84 


723 


gi28 175603 


Homo sapiens 


TAF3 protein 


2772- 


99 


724 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OX1DOREDUCTASE 
PROTEIN 


658 


61 


724 


gi22776354 


Oceanobacillus 
iheyensis HTE831 


acyl-CoA dehydrogenase 


638 


63 


724 


gi28280023 


Mus musculus 


5730439E10Rik protein 


946 


85 


725 


gi21 522768 


Homo sapiens 


unnamed protein product 


3060 


100 


725 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3060 


100 


725 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3055 


99 


726 


gi 14530342 


Caenorhabditis 
elegans 




1008 


36 


726 


gi6531661 


Caenorhabditis 
elegans 


AF195610_1 LIN-41A 


1008 


36 


726 


gi6531663 


Caenorhabditis 
elegans 


AF195611_1 LIN-41B 


1008 


36 


727 


gi 1504026 


Homo sapiens 




5833 


99 


727 


gi22725157 


Homo sapiens 


minor histocompatibility 
antigen HA-1 


5833 


99 


727 


gi23272016 


Homo sapiens 


Similar to PTPLl-associated 
RhoGAPl 


5690 


98 


728 


gil3274120 


Homo sapiens 




1467 


99 


728 


gi6102996 


Mus musculus 


Vanin-3 


1018 


79 


728 


gi7160973 


Homo sapiens 


VNN3 protein 


1213 


96 


729 


gi27463365 


Homo sapiens 


a disintegrin-like and 
metalloprotease with 
thrombospondin type 1 motifs 
9B 


8961 


99 


729 


gi28804249 


Mus musculus 


metal loprotease-disintegrin 
protease 


4974 


55 


729 


gi9581879 


Homo sapiens 


AF261918_1 disintegrin 
metalloproteinase with 
thrombospondin repeats 


5723 


99 


730 


gi21063967 


Drosophila 
melanogaster 


AT05453p 


382 


31 


730 


gi5911409 


Drosophila 
melanogaster 


fuzzy 


382 


31 


730 


gi7297412 


Drosophila 
melanogaster 


CG13396-PA 


382 


31 


731 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


2302 


100 


731 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


2302 


100 
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731 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


2302 


100 


732 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


732 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


3200 


100 


732 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


733 


gi22266726 


Homo sapiens 


AF311906_1 LIR-D1 
precursor 


1303 


96 


733 


gj27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


1303 


96 


733 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


1303 


96 


734 


gi2 1748480 


Homo sapiens 


FLJ00271 protein 


605 


100 


734 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane protein 4 


513 


79 


734 


gi3 1753233 


Homo sapiens 


Immunoglobulin superfamily, 
member 8 


513 


79 


735 


•11 ACC A E*l 

gi3 1455457 


Homo sapiens 


putative NFkB activating 
protein 


583 


44 


735 


gi7022e3o 


Homo sapiens 


unnamed protein product 


1794 


Aft 

99 


/3D 


gl7293694 


Drosophila 
melanogaster 


CG7323-PA 


339 


36 


I-jO 


<vi 1 9 BAA 1 £Q 


Homo sapiens 


A A UHOO/IO 

AArlU2y4z 


34y4 


yf 


/JO 


giij / /y i /o 


Homo sapiens 


AArii4ojz Similar to 
hypothetical protein BC002942 


3D3z 


Q7 

91 


Txa 

/JU 




Homo sapiens 


A A UOI 1 A1 

AArizl 143 


34V4 


91 


737 


gil2836469 


Mus musculus 


unnamed protein product 


3495 


87 


737 


gi2o351115 


Mus musculus 


unnamed protein product 


3466 


87 


737 


gi30721603 


Mus musculus 


RAVER 1 


3466 


87 


738 


gi 12002000 


Homo sapiens 


AF061732_1 My029 protein 


415 


100 


739 


gi 15489209 


Mus musculus 


BC01 371 2 protein 


266 


31 


739 


gi21757804 


Homo sapiens 


unnamed protein product 


1226 


96 


739 


gi26354220 


Mus musculus 


unnamed protein product 


1130 


79 


740 


gil5341806 


Homo sapiens 


AAH13073 


2008 


100 


740 


gi 19528077 


Drosophila 
melanogaster 


AT24025p 


165 


38 


740 


gi2 1627272 


Drosophila 
melanogaster 


CG12765-PA 


167 


24 


741 


"s\*\ Ar\e ^t> 

gi23495223 


Plasmodium 
falciparum 3D7 


AE014834_50 liver stage 
antigen, putative 


407 


23 


741 


gi32492940 


Homo sapiens 
— — — 


medulloblastoma antigen MU- 
MB-20.201 


536 


25 


7/1 1 

/41 


giyyio 


Plasmodium 
falciparum 


liver stage antigen 


595 


IA 


742 


gil3161060 


Homo sapiens \ 


AF332217_1 protocadherin 11 


3354 


58 


742 


gi!5054521 


Homo sapiens 


AF217288_1 protocadherin-S 


3362 


58 


742 


•gi9845485 


Homo sapiens 


AF169692_1 protocadherin-9 


6235 


100 


743 


gi!6552038 


Homo sapiens 


unnamed protein product \ 


2404 


99 


743 


gi21410124 


Mus musculus 


3230402E02Rik protein 


1501 


61 


743 


gi5688958 


Homo sapiens 


PMMLP 


2405 


100 


744 


gi21734445 


Rattus norvegjcus 


BMP/Retinoic acid-inducible 1 
neurai-specific protein-2 


3987 


94 


744 


gi21734447 


Rattus norvegicus 


BMP/Retinoic acid-inducible 


2948 


70 
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neural-specific protein-3 






744 


gi30348610 


Gallus gallus 


BMP/retinoic acid-inducible 
neural-specific protein 


2090 


52 


745 


gi2739353 


Homo sapiens 


ZNF91L 


2077 


69 


745 


gi27693081 


Homo sapiens 




2054 


71 


745 


gi30421228 


Homo sapiens 


zinc finger protein 430 


2486 


96 


746 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


2472 


78 


746 


gi26251755 


Homo sapiens 


ZNF431 protein 


2480 


79 


746 


gi30421228 


Homo sapiens 


zinc finger protein 430 


3174 


100 I 


747 


gil212965 


Homo sapiens 


transmembrane protein 


1010 


99 


747 


gil213221 


Rattus norvegicus 


transmembrane protein 


1006 


98 


747 


gi 19683999 


Homo sapiens 


coated vesicle membrane 
protein 


1010 


99 


748 


gill 99524 


Homo sapiens 


acid phosphatase 


2147 


95 


748 


gil3111975 


Homo sapiens 


AAH03160 acid phosphatase 
2, lysosomal 


2143 


95 


748 


gi30584617 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


2143 


95 


749 


gil5625570 


Homo sapiens 


AF41 1981 1 centaurin beta5 


3851 


95 


749 


gi28422704 


Homo sapiens 


CENTB5 protein 


2912 


100 


749 


gi30 109272 


Homo sapiens 


CENTB5 protein 


4175 


99 


750 


gil0197642 


Homo sapiens 


AF182421J MDS022 


647 


100 


750 


gi 15929423 


Homo sapiens 


Hypothetical protein FLJ20502 


938 


100 


750 


gi30277696 


Mus musculus 


D5Buc26e protein 


423 


78 


751 


gi 18614026 


Homo sapiens 


zinc finger DNA binding 
protein p71 


998 


40 


751 


gi27693858 


Homo sapiens 


zinc finger protein 398 


998 


40 | 


751 


gi5630080 


Homo sapiens 


AC004890.2 


984 


36 


752 


gil 1345382 


Homo sapiens 


AF30880W vacuolar protein 
sorting protein 16 


3724 


95 


752 


gil2140290 


Homo sapiens 




3724 


95 


752 


gil 5553046 


Mus musculus 


Vpsl6 


3628 


92 


753 


gi30141048 


Homo sapiens 


Nogo-66 receptor homolog-1 


2226 


100 


753 


gi30141052 


Rattus norvegicus 


Nogo-66 receptor homolog-1 


2130 


95 


753 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


916 


51 


754 


gil77870 


Homo sapiens 


aIpha-2-macroglobulin 
precursor 


2718 


39 


754 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


754 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


755 


gil8044501 


Mus musculus 


angiopoietin-like 3 


1692 


70 


755 


gi4929790 


Homo sapiens ; 


AF152562_1 angiopoietin- 
related protein 3 


2210 


93 


755 


gi5639997 


Mus musculus 


AF162224_1 angiopoietin- 
related protein 3 


1692 


70 


756 


gi200057 


Mus musculus 


neuronal glycoprotein 


4821 


87 


756 


gi29837411 


Homo sapiens 


BIG-2 


3898 


69 


756 


gi563133 


Rattus norvegicus 


BIG-1 protein 


4778 


87 


757 


gil6550078 


Homo sapiens 


unnamed protein product 


3710 


99 


757 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


3714 


100 


757 


gi30354720 


Mus musculus 


AI427653 protein 


3609 


96 


758 


gi26329813 


Mus musculus 


unnamed protein product 


3627 


93 


758 


gi28 175743 


Homo sapiens 


similar to hypothetical protein 


3612 


98 
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FT T30R03 






758 


gi30354720 


Mus musculus 


AI427653 protein 


3520 


95 


759 


ei2197Q0Q3 


numo Sapiens 


seven transmembrane helix 
receptor 


1 "71 O 

1718 


88 


759 


ffi24?R60?Q 


nomo sapiens 


G-protein coupled receptor 

OP ft 1 1 6 
vJrlvl 10 


6772 


98 


759 


gi5525078 


Rattus norvegicus 


seven transmembrane receptor 


5048 


72 


760 


pi 1 04403Q8 


UJ rtfWA Anvil Afl n 

nomo Sapiens 


ruuuujz protein 


1257 


61 


760 


ffil 1917507 


nomo sapiens 


TJTDT71 -wwr\+alv* 

nrn protein 


1254 


62 


760 


ei 15929737 


iV/fiio miicmilne 

ivtua inubouius 


similar to KRA6 zinc finger 
protein KR18 


1249 


58 


761 


ei 13097633 


Vfnm c\ canipnc 
X1UJI1U odpjCllb 


/\j\n\)jjDH oimiiar to A 1 rase, 
Qass I, type 8B, member 1 


2325 


53 


761 


ei33440008 


xiuiiiu sapiens 


possible aminophospholipid 
translocase ATP8B2 


3473 


66 


761 


ri362R757 


numo Sapiens 




2576 


53 


763 


eil 1558486 


nomo Sapiens 


B-cell lymphom a/leukaemia 
1 1 A short form 


1314 


99 


763 


gil8089267 


Homo sapiens 


AAH21098 


1153 


100 


763 


ai30410854 


1V1US ill US CUIUS 




1312 


98 


764 


pi3739437R 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1808 


100 


764 


ei323943R0 

^1 -7 a. J7*f J OU 


£3 OS laUrUS 


forkh cad-associated domain 
histidine-triad like protein 


1638 


89 


764 


?i32394387 




forkhead-associated domain 
histidine-triad like protein 


1681 


91 


765 


gi31455403 


Homo sapiens 


aprataxin 


241 


97 


765 




nomo sapiens 


aprataxin 


235 


100 


765 


ffi323Q437R 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


241 


97 


766 


m31455403 


nomo sapiens 


aprataxin 


318 


100 


766 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


318 


100 


766 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


307 


93 


767 


ffi 26454883 


Horn f\ o<3 ni An c 

nomo sapiens 


Hypothetical protein HSPC148 


1181 


100 


767 


gi6523797 


Homo sapiens 


AF110775J adrenal gland 
jrotein AD-002 


1181 


100 


767 


gi6841518 


Homo sapiens 


AF161497 1 HSPC148 


1178 


99 


768 




Homo sapiens 


AF282619_1 lysyl oxidase-like 
3 protein 


1816 


98 


768 


<ri 14486600 


— : 

Homo sapiens 


AF3 1 1 3 1 3_1 lysyl oxidase-like 
3 protein 


1816 


98 


768 


gi 15 186770 


Homo sapiens 


AF284815 1 lvsvl oxida«?e-1ikp 
protein 


1R1fi 
1010 


OR 


769 


gi22713410 


Homo sapiens 


GYLTL1B protein 


3229 


100 


769 


gi3954938 


Homo sapiens 


acetylglucosaminyltransferase- 
like protein 


2292 


70 


769 


gi3954978 


Mus musculus 


acetylglucosaminyltransferase- 
like protein 


2292 


70 


770 


gi7209721 


Mus musculus 


DD57 


2243 


88 


770 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2476 


99 


770 


gi8217485 


Homo sapiens 




2473 


99 


771 


gil6552001 


Homo sapiens 


unnamed protein product 


3169 


100 
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771 


gil8676632 


Homo sapiens 


FLJ002 15 protein 


1943 


99 


771 


gi21706685 


Mus musculus 


9630058J23Rik protein 


860 


59 


772 


gil0799166 


Homo sapiens 


AF305686_1 protein kinase 
Njmu-Rl 


1915 


99 


112 


gi32425794 


Homo sapiens 


NJMU-R1 protem 


1888 


100 


112 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


1888 


100 


113 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 


2286 


96 


113 


gil9344052 


Homo sapiens 




2376 


100 


113 


gi41 86023 


Homo sapiens 


CDS2 protein 


2376 


100 


774 


gil7511840 


Homo sapiens 


AAH18769 


2251 


99 


774 


gi20988879 


Homo sapiens 


Similar to hypothetical gene 
supported by AL133057; 
BC018769; BC009436; 
AL133057; AL133057; 
AL133057 


2251 


99 


774 


gi29387317 


Mus musculus 


120001 1022Rik protein 


1792 


79 


775 


gi 13936996 


Human herpesvirus 8 


ORF73 


219 


21 


115 


gi2246532 


Human herpesvirus 8 


ORF 73, contains large 
complex repeat CR 73 


226 


19 


115 


gi30526291 


Saimiriine 
herpesvirus 2 


latency associated nuclear 
antigen 


219 


31 


776 


gil3477379 


Homo sapiens 


TTYH2 protein 


1037 


41 


776 


gil8676664 


Homo sapiens 


FLJ00231 protein 


1796 


91 


116 


gi28422735 


Xenopus laevis 




1054 


40 


111 


gil6877193 


Homo sapiens 


AAH 1 6860 G protein-coupled 
receptor, family C, group 5, 
member C 


939 


98 


111 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 
family C, group 5, member C 


939 


98 


111 


gi8118032 


Homo sapiens 


AF207989J orphan G-protein 
coupled receptor 


939 


98 


778 


gil5679980 


Homo sapiens 


CI 14 protem 


930 


99 


778 


gi 16769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


778 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


779 


gi 10726751 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


779 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


779 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


780 


gil3959018 


Homo sapiens 


AF361746_1 endothelial cell- 
selective adhesion molecule 


902 


100 


780 


gil3991773 


Mus musculus 


AF361882J endothelial cell- 
selective adhesion molecule 


640 


70 


780 


gi29165726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


640 


70 


781 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


1013 


100 


781 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


795 


76 


781 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


1013 


100 


782 


gi7620875 


Streptococcus 
pyogenes 


AF232324J Sicl.19 


203 


41 
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782 


gi7620883 


Streptococcus 
pyogenes 


AF232328_1 Sicl.23 


203 


39 


782 


gi7621271 


Streptococcus 
pyogenes 


AF232522_1 Sicl.217 


203 


39 


783 


gi62877 


Gallus gallus 


type VI collagen alpha-2 
subunit preprotein 


734 


42 


783 


gi62881 


Gallus gallus 


type VI collagen subunit 
alpha2 


734 


42 


783 


gi62S82 


Gallus gallus 


type VI collagen subunit 
alpha2 


734 


42 


784 


gi 17945608 


Drosophila 
melanogaster 


RE26969p 


829 


48 


784 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


829 


48 


784 


gi7292910 


Drosophila 
melanogaster 


CGI 1 162-PA 


597 


42 


785 


gi 17066 106 


Homo sapiens 


Novex-3 Titin Isoform 


8832 


99 


785 


gi21238650 


Calotomus carolinus 


titdn-like protein 


519 


62 


785 


gi27696390 


Xenopus laevis 


Similar to titin 


816 


48 


786 


gi 17979434 


Arabidopsis thaliana 


jutative adenylate kinase 


193 


22 


786 


gi22 136756 


Arabidopsis thaliana 


putative adenylate kinase 


193 


22 


786 


gi30 180922 


Nitrosomonas 
europaea ATCC 
19718 


Adenylate kinase 


201 


27 


787 


gi9967224 


Macaca fascicularis 


hypothetical protein 


337 


98 


788 


gil8676610 


Homo sapiens 


FLJ00204 protein 


195 


25 


788 


gi26389725 


Mus musculus 


unnamed protein product 


1390 


76 


788 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


197 


24 


789 


gil8676610 


Homo sapiens 


FLJ00204 protein 


250 


26 


789 


gi26329287 


Mus musculus 


unnamed protein product 


1646 


75 


789 


gi26389725 


Mus musculus 


unnamed protein product 


1646 


75 


790 


gi 12654 107 


Homo sapiens 


AAH00866 


531 


88 


790 


gil3937969 


Homo sapiens 


TIMPi protein 


531 


88 


790 


gil89382 


Homo sapiens 


collagenase inhibitor 


531 


88 


791 


gi24660226 


Homo sapiens 


C-type lectin-like receptor- 1 


1367 


90 


791 


gi71 10216 


Homo sapiens 


AF200949_1 C-type lectin-like 
receptor- 1 


1365 


90 


791 


gi71 10218 


Mus musculus 


AF201457_1 C-type lectin-like 
receptor 2 


312 


29 


792 


gil0441350 


Mus musculus 


olfactory UDP 
glucuronosyltransferase 


1557 


68 


792 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


1593 


67 


792 


gi5802604 


Cavia porcellus 


UDP glucuronosyltransferase 
UGT2A3 


1781 


72 


793 


gil3325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


888 


100 


793 


gi3688090 


Homo sapiens 


R32611 2 


796 


91 


793 


gi6841228 


Homo sapiens 


AF161407_1 HSPC289 


645 


77 


794 


gi 15488645 


Mus musculus 


methyltransferase Cytl9 


1552 


76 


794 


gi!8150409 


Rattus norvegicus 


AF393243 1 methyltransferase 


1518 


76 


794 


gi9963861 


Homo sapiens 


AF226730 1 Cytl9 


1729 


99 


795 


gill 877243 


Homo sapiens 


SSF1/P2Y11 chimeric protein 


3802 


95 


795 


gi 14602631 


Homo sapiens 


Peter pan homolog 


2080 


99 


795 


gi216l9996 


Homo sapiens 




2080 


99 
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796 


£20330550 


Homo sapiens 


AF25 1706_l NK inhibitory 
receptor precursor 


799 


98 


796 


gi30962593 


Homo sapiens 


AF375481_1 immune receptor 
expressed on myeloid cells 
splice variant 2 


800 


99 


796 


£3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


797 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


799 


98 


797 


gi30962593 


Homo sapiens 


AF375481_1 immune receptor 
expressed on myeloid cells 
splice variant 2 


800 


99 


797 


gi31790204 


Homo sapiens 


inhibitory receptor IREM1 


805 


99 


798 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


798 


gi30962591 


Homo sapiens 


AF375480JI immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


798 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


799 


gil8307481 


Homo sapiens 


phosphoinositide-binding 
proteins 


2122 


100 


799 


gi27695704 


Mus museums 


Connector enhancer of KSR2 


678 


36 


799 


£29691916 


Rattus norve£cus 


interactor protein for cytohesin 
exchange factors 1 


1651 


79 


800 


£11493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


274 


72 


800 


£15929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


424 


89 


800 


£21618549 


Homo sapiens 


TLH29 protein precursor 


274 


72 


801 


£11493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


303 


70 


801 


£15929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


445 


100 


801 


£21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


802 


£12082723 


Gall us gallus 


AF293805J B cell 
phosphoinositide 3-kinase 
adaptor 


2825 


69 


802 


£12082725 


Mus musculus 


AF293806_1 B cell 
phosphoinositide 3-kinase 
adaptor 


3557 


84 


802 


£12082811 


Gallus gallus 


AF315784J B cell 
phosphoinositide 3-kinase 
adaptor 


2330 


73 


803 


£7959809 


Homo sapiens 


AF1 16721 55 PRO 1082 


545 


100 


804 


£15384841 


Homo sapiens 


activating NK receptor 


1684 


99 


OA/1 

804 


gi 15384843 


Homo sapiens 


NTB-A receptor 


1700 


100 


804 


£9887089 


Mus musculus 


AF248635_1 lymphocyte 
antigen 108 isoform 1 


615 


43 


805 


£10177621 


Arabidopsis thaliana 


phytoene dehydrogenase-like 


195 | 


75 


805 


£17979255 


Arabidopsis thaliana 


AT5g49550/K6M13_10 


211 


72 


805 


£29028742 


Arabidopsis thaliana 


At5g49550/K6M13_10 


211 


72 


806 


£14270364 


Mus musculus 


Epigen protein 


378 


71 


806 


£6272269 


Rattus norve£cus 


NCI protein 


122 


52 


806 


£7799191 


Mus musculus 


tomoregulin-1 


122 


52 


807 


£14270364 


Mus musculus 


Epigen protein 


378 


71 


807 


£6272269 


Rattus norve£cus 


NCI protein 


122 


52 
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MJ C3 U I ip nun 


n 

S_score 


1 
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laennty 


807 


gi7799191 


Mus musculus 


tomoremilin- 1 


ILL 


^9 
JL 


808 


gi 14270364 


Mus musculus 


EDipen nrotein 


^78 


71 


808 


gi6272269 


Rattus norvegicus 


NC?1 nrntpin 


199 
ILL 


<9 
OL 


808 


gi7799191 


Mus musculus 


tomoreonlin- 1 


199 
ILL 


^9 


809 


gi27469556 


Homo sapiens 


PlltntlVP npmwnal ppII or\Y^c>eir\Y> 

r uuiuvc ijcuuuuai ucii ttoncsion 

molecule 


919 




809 


gi29289929 


Danio rerio 


1 iwUtvI ill 1 


1 8^ 




809 


gi3068592 


Mus musculus 


punc 


108 


Al 


810 


gi30348897 


Homo sapiens 


organic solute transnnrtpr hptn 




00 


810 


gi30348901 


Mus musculus 


CVTQSmic ^olnfp tro n cn nrtpr Iip+q 

uigomw oulUlC UallofJUilCl UCla 


JO J 


^9 
OL 


811 


gi 18650584 


Homo sapiens 


TPtlTlfYlf npif? purl v Iriincprinf 1 


1U /u 


OA 


811 


gil8650588 


Homo sapiens 


rfifinfYif* 5*piH purl v trsinc print 1 
1 1*4.1 uisil> atiu Vsaiiy uaiiooiipi 1 


1 1 94 


oo 


811 


gi21961213 


Homo sapiens 


UL16 binding protein 2 


1070 


94 


812 


gil3872813 


Homo sapiens 


flbulin-6 


485 


30 


812 


gi 14575679 


Homo oaniprm 


nrijoiuu i nenuceniin 




30 


812 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1372 


46 


813 


2ii3872813 




nouiin-o 


ool 


29 


813 


ei 14575679 


Homft QnnipTic 


/vtijoiuu i nemtcennn 


OCT 

857 


29 


813 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


2436 


35 


814 




JLlUIilU oapiCIlS 


iiDuiin-o 


861 


29 


814 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


857 


29 


814 




Homo sapiens 


AF245505 I adlican 


2436 


35 


815 


gi2 161 9635 


Homo sapiens 


similar to Alu subfamily SQ 
sequence contamination 
warning entry 


267 


60 


ou 


gl-jUl/ZJZ / 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


244 


62 




cri6£^fl81 A 
glOOJUo 11/ 


Homo sapiens 


AF 118094 21 PRO 1902 


261 


63 


816 


gi 12240284 


Mus musculus 


AF327059J apolipoprotein 
Ad 


1300 


72 


816 


gi6707433 


Homo sapiens 


AF202889J apolipoprotein 
A5 


1864 


100 


8ifi 


glO/U/*tJ3 


— — ; 

Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


817 

Oil 


cri199An95M 


Mus musculus 


AF327059_1 apohpoprotem 

AD 


1300 


72 


817 


gi6707433 


Homo sapiens 


AF202889J apolipoprotein 

A C 

Ad 


1864 


100 


817 


gi6707435 


Homo sapiens 
— __ 


AF202890_1 apolipoprotein 

A C 

A5 


1864 


100 


818 


gl 1 J 1 1 I / o*f 


Homo sapiens 


AAH03081 hypothetical 
protein rU I0o37 


1720 


99 


818 


glXJJHJV/J / 


ivius muscuius 


4933424B01Rik protein 


958 


80 


818 


gil4249965 


Homo sapiens 


AAH08368 hypothetical 
protein FLT10637 


1774 


inn 


819 


gil9344001 


Homo sapiens 


phospholipase A2, group I1D 


846 


99 


819 


gi5771420 


Homo sapiens 


AF112982J group IID 
secretory phospholipase A2 


852 


100 


819 


gi6453793 I 


Homo sapiens 


AF1 88625 1 phospholipase 
A2 


846 


99 


820 


gi21751722 


Homo sapiens 


unnamed protein product 


688 


84 


820 


gi26342939 


Mus musculus 


unnamed protein product 


496 


59 


821 


gil 1094019 


Homo sapiens 


AF305057_2 RTS beta 


2116 


96 


821 


gil 150421 


Homo sapiens 


rTSbeta 


2122 


96 
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821 


gi 12654883 


Homo sapiens 


AAH01285 rTS beta protein 


2122 


96 


822 


gil2803167 


Homo sapiens 


AAH02387 nucleosome 
assembly protein 1-like 1 


1728 


99 


822 


gil89067 


Homo sapiens 


NAP 


1728 


99 


822 


gi30582885 


Homo sapiens 


nucleosome assembly protein 
1-like 2 


1728 


99 


823 


gi 13432042 


Homo sapiens 


integrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2009 


99 


823 


gi!6306907 


Homo sapiens 


AAH06576 integrin-linked 
kinase-associated 
serine/threonine phosphatase 
2C 


2009 


99 


823 


gi20072498 


Mus musculus 


0710007A14Rik protem 


1926 


94 


824 


gi28175169 


Mus musculus 


1300015B04Rik protein 


835 


73 


824 


gi28848867 


Homo sapiens 


URG11 


1164 


100 


824 


•gi7768636 


Xenopus Iaevis 


Kielin 


239 


36 


825 


gi2 1928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


825 


gi21928496 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


825 


gi21 928655 


Homo sapiens 


seven transmembrane helix 
receptor 


916 


89 


826 


gil 8480746 


Mus musculus 


olfactory receptor MOR261-10 


1278 


79 


826 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1456 


93 


826 


gi32052225 


Mus musculus 


olfactory receptor 

GA_x6K02T2P3E9-4341246- 

4340281 


1278 


79 


827 


gi4760780 


Mus musculus 


Ten-m3 


364 


95 


827 


gi5307761 


Daniorerio 


ten-m3 


310 


78 


827 


gi6760369 


Mus musculus 


AF195418 1 ODZ3 


364 


95 


828 


gi 16265938 


Homo sapiens 


AF314817_1 FKSG15 


2437 


98 


828 ! 


gi21205852 


Homo sapiens 


AF385429_1 T-cell activation 
Rho GTPase activating protein; 
TA-GAP 


3756 


100 


828 


gi21205854 


Homo sapiens 


AF385430_1 T-cell activation 
Rho GTPase activating protein 
splice variant I; TA-GAP 


2850 


100 


829 


gil0432396 


Homo sapiens 




383 


62 


829 


gi30908443 


Homo sapiens 


CUB and sushi multiple 
domains 2 


388 


63 


829 


gi30908445 


Homo sapiens 


CUB and sushi multiple 
domains 3 


549 


100 


830 


gi 10432396 


Homo sapiens 




383 


62 


830 


gi30908443 


Homo sapiens 


CUB and sushi multiple 
domains 2 


388 


63 


830 


gi30908445 


Homo sapiens 


CUB and sushi multiple 
domains 3 


549 


100 


831 


gi3342148 


Chlamydomonas 
reinhardtii 


myosin heavy chain 


499 


37 


831 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


517 


41 


831 


gi8953751 


Arabidopsis thaliana 


myosin heavy chain MYA2 


492 


41 


832 


gi6472600 


Chara corallina 


unconventional myosin heavy 


621 


38 
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THpntitv 








— — 

chain 








giay->3/M 


— — — : — -— 

Arabidopsis thai i ana 


myosin neavy cnain ivi i az 


621 


38 


832 j 


gi9453839 


Chara corallina 


myosin 


621 


38 


834 


gj21265163 


Homo sapiens 






00 

yy 


834 


gi7248845 


Homo sapiens 


AF231124 1 testican-1 


2428 


99 


834 


gi793845 


Homo sapiens 


testican 


Z4ZB 


OQ 

yy 


835 


gi20380774 


Homo sapiens 




2930 


99 


835 


gi22761091 


Homo sapiens 


unnamed protein product 


oo ca 


oo 
yy 


835 


gi27502762 


Mus musculus 


hypothetical protein 
MGC28931 


2712 


90 


836 


gi20380774 


Homo sapiens 




2946 


1 AA 
100 


836 


gi22761091 


Homo sapiens 


unnamed protein product 


2366 


1 AA 
100 


836 


gi27502762 


Mus musculus 


hypothetical protein 
MGC28931 


2728 


91 


837 


gil7391348 


Homo sapiens 


AAH18615 Similar to brain 
expressed, X-linked 1 


CCA 

004 


1 AA 

1UU 


837 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBEX2 


CCA 

664 


1 AA 


837 


gi9963771 


Homo sapiens 


AF183416_1 ovarian granulosa 
cell 13.0 kDa protein nGR74 
homolog 


CCA 

664 


1 AA 
100 


838 


gil5215122 


Mus musculus 


chondroadherin 


428 


31 1 


838 


gi29571143 


Mus musculus 


543 042 7N 1 1 Rik protem 


Ain 
4JU 


JLl 


838 


gi30908853 


Homo sapiens 


synleurin 


3201 


100 


839 


gil2842465 


Mus musculus 


unnamed protein product 


567 


92 


839 


gi 15488920 


Homo sapiens 


AAH13587 Similar to RIKEN 
cDNA 2010107G23 gene 


632 


100 


839 


gi!9354289 


Mus musculus 


RIKEN cDNA 2010107G23 
gene 


567 


92 


840 


gil6549697 


Homo sapiens 


unnamed protein product 


2483 


99 


840 _j 


gi20988071 


Mus musculus 


260001 lE07Rik protein 


919 


80 


840 


gi21619776 


Homo sapiens 


Similar to RIKEN cDNA 
260001 1E07 gene 


2491 


100 


841 


gil2963869 


Mus musculus 


gene trap ankyrin repeat 
containing protein 


223 


30 


841 


gi28565117 


Drosophila 
melanogaster 


myosin phosphatase DMBS-S 


228 


22 


841 


gi30138665 


Nitrosomonas 
europaea ATCC 
19718 


Ankyrin-repeat 


228 


31 


842 


gi 12408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1742 


100 


842 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1742 


100 


842 


gi 13374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1 1 Id 


oo 

yy 


843 


gi 12408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil2408286 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1737 


99 


843 


gil3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1720 


99 


844 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


2296 


100 


844 


gi25005318 


Sus scrofa 


MAM domain containing 


1804 


93 
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gi ycosyipnospndu oyi liiuai iui 
anchor 1 






844 


gi25005320 


Sus scrofa 


rrl n rr* apt A t"%n /"\CY"\ri*at*1 Hl/llfirWltfll 

giycosyipnuapiid.iiujriiii<JJiwi 

anchor 1 protein 


1673 


92 


845 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
pnospnan uyi-mosnoi-ivi/vivi 


5051 


100 


845 


gi25005318 


Sus scrofa 


MAM domain containing 
giycosyipnospnaiiciyiiiiobi iui 

rs n r» n nr 1 
OllWllUi 1 


4481 


95 


845 


gi25 005320 


— 

Sus scrofa 


giycoayipiKJopiiaLiuy i must lui 
ailwllUL 1 piutem 


4350 


95 


846 


gl 1066493 


— — — 

S accharomy ces 


I pri < T*tcp 


572 


30 


846 


gi32487557 


Oryza sativa 
(japonica cuiuvar- 
groups j 


OSJNBa0013K16.9 


565 


32 


846 


gi4007758 


Schizosaccharomyce 


SPBC1604.06c 


613 


33 


OT / 


gl InAoUvJV 


nuuiu oapicud 


Vps39/Vam6-like protein 


3913 


88 


84/ 


gll4/Ul /OO 


Hnmn cnmpn? 


Vam67Vps39-Iike protein 


3990 


89 


847 


gi23273399 


Homo sapiens 




4079 


98 


o4o 




riomo sapiens 




4095 


99 


848 


gi25059032 


Mus musculus 




3128 


72 


848 


gl294o7442 


Homo sapiens 


CyiUbOUL pilUapilUlipabv /Vc» 


1512 


41 


849 


gil4603301 


Homo sapiens 


Hypothetical protein FLJ1 1749 


986 


100 


849 


"TIAI All 

gi7291437 


Drosophila 
melanogaster 


Vm»\J4U / 1 i /». 


510 


49 


849 


gl9955513 


Arabidopsis thaliana 


p u id ii vc piuicin 


340 


36 


850 


• 1 <5 1 /T 1 /I An 

gil31ol409 


Mus musculus 


iaiuuy *r cytuuiiruiiic r*tjy 


444 


73 


850 


gil3182964 


Mus musculus 


AF233643_1 cytochrome P450 

i r*+r i j 


196 


38 


850 


gi 13278244 


Mus musculus 


cytochrome P450, family 4, 

suoidiiiiiy i, puiypcpuuc u 


196 


38 


851 


gllUy44oo/ 


— : 

Homo sapiens 


FOPR-lilrp nrntfin 

r VJ Jl IV 1 1 R.C piULClil 


2475 


98 


851 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
iacxor receptor 


2424 


97 


851 


gil3447749 


Homo sapiens 


AF279689J fibroblast growth 
lacior rcucpiur J 


2475 


98 


852 


gil0944887 


Homo sapiens 


FGFR-like protein 


2701 


99 


852 


gil31o3ol8 


Homo sapiens 


ATm7£78 1 FfrF hnmnl nam iq 
/vTjizo/o i rur iiujiiuivguua 

iacxor receptor 


2650 


98 


852 


gll344//4SJ 


— : 

Homo sapiens 


AF77Q£8Q 1 fihrnhlfl 5t orn wth 
f\X'/.i¥voy J liurouitiaL giuwui 

factor receptor 5 


2701 


99 




gi 10944887 


Homo sapiens 


FGFR-like protein 


583 


98 


853 


gil3183618 


Homo sapiens 


AF3 12678_1 FGF homologous 
factor receptor 


583 


98 


853 


gil3447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


583 


98 


854 


gi 12667446 


Rattus norvegicus 


AF336854 1 synaptotagmin 
VIIs 


2034 


95 


854 


gi6136786 


Mus musculus 


synaptotagmin VII 


2025 


95 


854 


gi643656 


Rattus norvegicus 


synaptotagmin VII 


2034 


95 


855 


gil2053709 


Homo sapiens 


with thrombospondin type 1 
motif; 12 


8842 


100 
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ODD 


gl2/ol///J 


Mus musculus 


metal loprotease disintegrin 12 
protein 




an 
ou 


ore 


gl5 y237oo 


Homo sapiens 


Arl4U0/D_l Zinc 

meiaiioprotease aljaivi i o / 


7/171 
Z4/1 


Dl 


856 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


179 


48 


OCT 

857 


• 1 ir/7 on/I 

gl 13542874 


Mus musculus 


similar to KiisJciN cdjna 
2210412D01 


i im 

1 jUI 


7/1 
/4 


OCT 

oD / 


• 1 70Qi on/C 
gll /3yi2UO 


Mus musculus 


TJTVT7XT r.|~YNJA 7710417001 
JtviJSJiiN CU1N A ZZ1U41ZUU1 


1 5Q1 

ijy 1 


Q4 


OCT 

857 


gl2oz//D /4 


Danio rerio 


oimiiar to kijsJiin cujna 

no 1 0/11 ir*m fTPnp 
zziu4izuui gene 


1 177 


70 

/y 




ml K47R74 
gll3j4Z0 /4 


— 

Mus musculus 


oimuar 10 kusjiin cujna 
2210412D01 




77 
/Z 


oDo 


gii /jyizuo 


Mus musculus 


ISJJPULiiN CUiNA ZZlU'r IZUUl 


1S01 


y*r 


occ 
oDO 


m7 0777^74 
glZoZ/ /D /4 


Danio rerio 


Cirni'lor 4-r\ D TVT7XT r»TY\TA 

oimuar 10 kiisjejin cuima 

9910419H01 o-ptip 
zz lut i zitu i gene 


1141 


70 
/y 


R^Q 


glZUU/ 1 J 1Z 


— - 

Mus musculus 


4Q1147*IFA1Rilr nrrktHn 


1910 


RO 


R^Q 


«m"7 17710 
glZl / / JZ 


urycioiagus 
cuniculus 


macropnage scavenger receptor 
type I subunit 




JO 


r<;o 
oDy 


rriinoi 74ft 


Homo sapiens 


IVXOv^T- J / ou 


1 S91 


05? 


OOU 


rri0nfV71 117 

glZUU/ 1 J 1Z 


mus musculus 


4Q11495F01RiV nrrrfpin 


1191 


ou 


OOU 


rrilllQI 74ft 

gijjjy i /4U 


Homo sapiens 


IVIAJW/K? / OU 


1DJD 


R7 
of 


SOU 


gl04/5/ S^f 


ivius museums 


c/iQironftor re*r>£±r\trxr lima A Q _ 

scavenger r ct/epior type ia oiv~ 
A 


O / 7 


14 


501 


ml 14014^1 


Homo sapiens 


APHfll 17 1R PPH7R^9 


90R 


77 


861 


gi21748687 


Homo sapiens 


unnamed protein product 


319 


72 


001 


glZooUi4DD 


Homo sapiens 


unnamed protein product 


17^ 
JZD 


77 


862 


gil4456629 


Homo sapiens 




1232 


50 


862 


i cao lino 

gil5081398 


Homo sapiens 


Ar3yDD41_l kruppel -like zinc 
finger protein 


» 124D 


D4 


862 


gi2y4 /OeiD 


Homo sapiens 




1 777 
iZZZ 


/17 
4/ 


oo3 


gl 1 ODD 1 /Z 1 


Homo sapiens 


j : j 

unnamed protem product 


117/1 
j IZ^f 


00 

yy 


0<C3 
OOD 


glZUZuo 11 


Mus musculus 


uogo 


Z /44 


R7 
5 / 


ooJ 


gi/zy /oDi 


Drosophila 
mel anogaster 


p^/ISQ PA 
L,U0455-r A 


1 1 A1 
1 14j 


41 


004 


gl I OJU /ZD o 


Homo sapiens 


AAUAQ717 himntltoti/tot 

AAnuy / 1 / nypotneucai 
protein 




inn 

1UU 


864 


gi22945521 


Drosophila 
meianogasier 


CG31922-PA 


165 


33 


864 


gi7242597 


Homo sapiens 


hypothetical protein 


942 


100 


ODD 


*vI7T. 77/1 7/1 1 

glZJZ/4Z41 


Homo sapiens 


fcTT A A 1 Q07 lil^A 

JvlAA 1 oyZ-llKe 


7H10 


R£ 

oo 


OOD 


m7/C117 11/1 

glZo33Z 1 14 


Mus musculus 


unnamed protein product 


11/04 


R9 
5Z 


865 


gi26345386 


Mus musculus 


unnamed protein product 


1964 


82 


000 


cril ^£70RR** 
gl 1 JOZU00-) 


nomo sapiens 






1 V/v 


866 


gi26339494 


Mus musculus 


unnamed protein product 


2312 


90 


866 


gi28279830 


Homo sapiens 


KIAA1913 protein 


2495 


100 


867 


gi 1000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


2202 


81 


867 


gil2406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


2740 


100 


867 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


2249 


83 


868 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1583 


84 


868 


gil2406973 


Homo sapiens 


alanine-glyoxyl ate 
aminotransferase 2 


1870 


98 
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868 


g1194413o 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 




OO 


869 


gl26 892205 


Homo sapiens 


1 


A A 9. 


10 

yy 


869 


gi29436673 


Mus musculus 


1700049K14Rik protein 


1732 


99 


869 


gi4165315 


Sus scrota 


kallikrem 




/i i 

41 


870 


gil7985046 


Brucella melitensis 


GLYCOSYL TRAiN brbKAoxi 




2o 


870 


■irvc 1 coco 

gi205 15259 


Thermoanaerobacter 
tengcongensis 


T 3 — i 1 Zc 

predicted glycosyltransferases 


ill 
loo 


17 


870 


gi4455730 


Streptomyces 
coelicolor A3(2) 


putative transferase 


140 


32 


872 


gi 13 649477 


Homo sapiens 


Ar25U3U9_I putative cytoKine 
receptor CRL4 precusor 


1O0Q 




872 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


1998 


100 


872 


gi8705222 


Homo sapiens 


AF212365 1 IL-17B receptor 


1998 


100 


873 


gl 18676472 


Homo sapiens 


rLJOOlii protem 


AA1Z 

04/5 


1 Art 


873 


gi20379832 


Homo sapiens 


rl_J00133 protein 


5\JlZ 


y4 


873 


gi29568116 


Mus musculus 


secreted protein SST3 


3973 


84 


875 


gi 14249936 


Homo sapiens 


AAH08349 Similar to S- 
adenosylhomocysteine 
hydrolase-like 1 


2581 


100 


875 


gil6588687 


Homo sapiens 


AF315687J S- 
adenosylhomocysteine 
hydrolase-like protem 


2429 


92 


875 


gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like 1 


2429 


92 


876 


gi 14279990 


Homo sapiens 


Ar294o42_l Ubiquitin Uor-li 


ACQ 

45 o 


1UU 


876 


gi29791813 


Homo sapiens 


Ubiquitin-conjugating enzyme 
rizc, isotorm t 


212 


74 


o/o 


giiUjoM^y 


Homo sapiens 


ubiquitin-conjugating enzyme 

K7P 


717 


*7A 
/4 


R77 
Oil 


m*7 fl.08£*. 1 £ 
glZUUoOj 1 0 


riomo sapiens 


AK7A^1A1 1 nrAmintn 7 

A.rz'fjju^i prominin-z 
vdn dm /\ 




00 


877 

Oil 


glZUvOOJ 10 


nomo Sapiens 


A R7A*v^nA 1 rvrrvrr» ir» i «_7 

/\rz*f joun^i prommui-^ 

variant R 
Vol lain i-> 


4741 


00 


R77 

Oil 


cri74fil7Sfifi 




r%r/MT* 1 'HI T1 -7 

pr uimiiiii-x. 


3224 


74 


878 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


2104 


100 


878 

0/0 


01704^8^10 


Homo sapiens 


puidiivc iiDnnogcn-iiivc proicin 


7000 


00 

77 


878 
o/o 




numu £>a[jicii£> 


r\ ti m r»i>rii o f i -n —it 1 
dllglUpOlClUl-llKC 1 


107 


17 


87Q 
o iy 


01701^1 
gizyDj lO/O 


nomo sapiens 


/VIlglOpOlCLlIl-llKC D 




00 

77 


870 
o /y 


17170468^10 


ouiinj odpicno 


puidiivc iiuiiiiugcij-UK.c pruicin 


700S 


00 

77 


87Q 
o /7 


oi7Q7017^n 


nomo sapiens 


angiopoieun-iiKc i 


107 


17 
j / 


880 


ei29351676 


Homo satiiens 


Atiffionoietin-like 5 


2100 


99 


880 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 


2095 


99 


880 


gi29791750 


Homo sapiens 


angiopoietin-like 1 


392 


37 


881 


gi 11493483 


Homo sapiens 


AF130117 48 PRO2550 


319 


66 


881 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


303 


56 


881 


gi7770139 


Homo sapiens 


AF1 19917 13 PR01722 


318 


69 


882 


gil3543706 


Homo sapiens 


AAH06003 


349 


100 


882 


gi20988061 


Mus musculus 


1810013D10Rik protein 


333 


92 


882 


gi21619079 


Homo sapiens 




349 


100 


883 


gil 1493652 


Homo sapiens 


AF200708 1 calcium channel 


2552 


100 
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blocker resistance protein 

CCdKI 






883 


gi 13924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2552 


100 


883 


gi 15 082352 


Homo sapiens 


AArilzUo / member 1 1 




1 AA 


884 


gi 14252988 


Homo sapiens 


SRPK1 a protein kinase 


2297 


86 


884 


gi23468345 


Homo sapiens 


SFRS protein kinase 1 


2304 


87 


884 


gi507213 


Homo sapiens 


serine kinase 


2297 


86 


885 


gi 18044358 


Homo sapiens 


i a t T1 Anno *i • *l i f a * 

AAH19883 Similar to lectin- 
like NK cell receptor 


270 


57 


885 


gi9837288 


Homo sapiens 


C-type lectin 


270 


57 


885 


gi9837292 


Homo sapiens 


C-type lectin 


270 


57 


886 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


7571 


99 


886 


gi30353863 


Homo sapiens 


NAG protein 


7227 


99 


886 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


6886 


99 


887 


gi22 164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


7309 


96 


887 


gi30353863 


Homo sapiens 


NAG protein 


6965 


96 


887 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


6624 


96 


888 


gil8645094 


uncultured 
proteobacterium 


M20/M25/M40 family 
peptidase, putative 


383 


38 


888 


gil9387947 


Mus musculus 


LOC2 12933 protein 


510 


73 


888 


gi28806353 


Vibrio 

parahaemolyticus 


putative M20/M25/M40 family 
peptidase 


387 


35 


889 


gi 11558029 


Homo sapiens 


organic cation transporter 


1857 


99 


889 


gi 18088251 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1839 


95 


889 


gi9663117 


Homo sapiens 


organic cation transporter 


1849 


99 


890 


gi21732438 


Homo sapiens 


hypothetical protein 


977 


100 


890 


gi26330392 


Mus musculus 


unnamed protein product 


765 


80 


890 


gi26390211 


Mus musculus 


unnamed protein product 


765 


80 


891 


gi 13375 149 


Homo sapiens 




853 


90 


891 


gi20072584 


Mus musculus 


cDNA sequence BC027127 


259 


37 


891 


gi7259265 


Mus musculus 


region 


277 


47 


892 


gi 16589003 


Homo sapiens 


AF386649_1 bromodomain- 
containing 4 


6353 


99 


892 


gil8308125 


Mus musculus ! 


AF461395_1 bromodomain- 
containing protein BRIM long 
variant 


5992 


92 


892 


gi 993 1486 


Mus musculus 


Arz til 1 /_! ceil prol iteration 
related protein CAP 


COO A 


y/, 


893 


gi 15420828 


Homo sapiens 


AF397392_1 NOE3-1 


2504 


99 


893 


gi 19386926 


Rattus norvegicus 


AF442822_1 optimedin form B 


2484 


98 


893 


gil9386930 


Mus musculus 


AF442824_1 optimedin form B 


2484 


98 


894 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


4474 


99 


894 


gi26337809 


Mus musculus 


unnamed protein product 


4135 


91 


894 


gi6330966 


Homo sapiens 


KIAA1263 protein 


4492 


100 


895 


gi 12654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


1538 


99 
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895 




Takifugu rubripes 


cysteine conjugate beta-lyase 


1235 


55 


895 


^1 / JOJ7 1 




glutamine— phenylpyruvate 
aminotransferase 


1193 


51 


896 






iSJAA 1 0U0 protein 


2905 


99 


896 


gi21666433 


Mus musculus 


AF404775J actin-binding 
LIM protein 1 medium isoform 


1498 


60 


896 


ei30259308 


IVXUo IllUo^UlUo 


actin-binding LIM protein 2 


2799 


86 


897 


ffi2062399 


JVallua nUi VCglCUo 


protein serine/threonine kinase 
CPG16 


818 


52 


897 






AriDDi douDiecortin-liKe 
kinase 


818 


52 


897 




1V1US UlUSCUlUS 


ArlJDQZl 1 CrtjrlD 


818 


52 


898 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


818 


52 


070 


glu/ l\)D lo 


Mus musculus 


AI<1551 doublecortin-Iike 
kinase 


818 


52 


898 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


818 


52 


oyy 


gUOHOOUoj 


Mus musculus 


prostaglandin E synthase 2 


1583 


83 


899 


gi29179467 


Danio rerio 


Similar to prostaglandin E 
synthase 2 


1079 


60 


oyy 




Macaca fasciculans 


membrane-associated 
prostaglandin E synthase-2 


1907 


97 


900 


gil2805247 


Mus musculus 


Complement component 1, q 
subcomponent, alpha 
polypeptide 


945 


70 


900 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1308 


99 


900 


gi4894854 


Homo sapiens 


AF135157_1 complement Clq 
A chain precursor 


1308 


99 


901 


in 17841 760 


ivius rnuscuius 


unnamed protein product 


928 


80 


901 


gil2846817 


Mus musculus 


unnamed protein product 


931 


80 


901 


J u 0 y\j 


Homo sapiens 


similar to RIKEN cDNA 
18I0059G22gene 


1127 


100 


90? 


oi?17074SR 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
iixe 


2704 


87 


902 


ei2565046 






3771 


97 


902 


ei43 36734 




Pax transcription activation 
domain interacting protein PTIP 


4115 


77 


903 


gil4164561 


Xenopus laevis 


AF172855 1 Swift 


467 


79 






Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


531 


93 


904 


gil5929776 


Homo sapiens 


AAH 1 5 3 09 growth suppressor 
1 


135 


41 


904 


gi23271416 


Mus musculus 


Leprel protein 


135 


41 


904 


gi30582917 


Homo sapiens 


1 


135 


41 


905 


gi2443352 


Mus musculus 


platelet glycoprotein lb beta 


149 


45 


905 


gi30908853 


Homo sapiens 


synleurin 


1549 


100 


905 


gi6808603 


Homo sapiens 


AF169675J leucine-rich 
repeat transmembrane protein 
FLRT1 


147 


40 


906 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-like 
long splice variant 


1174 


100 
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906 


gil4625822 


Homo sapiens 




1 174 
1 1 /4 




906 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


1174 


100 


907 


gi 13435476 


Mus musculus 


TYM A QPomptit Chr 1 0 

University of California at Los 




oc 


907 


gi28279553 


Danio rerio 


10, University of California at 

T o<? AtiopIpc 1 


/DU 


0*7 

87 


907 


gi29144983 


Mus musculus 


DNA segment, Chr 6, ERATO 

Doi pvnrpccprl 


657 


67 


908 


gi 1504040 


Homo saniens 




44 /U 


Do 


908 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 


4470 


56 


908 


gi7292259 


Drosophila 
mel an ogaster 


CG12002-PA 


2536 


36 


909 


gil504040 


Homo sapiens 




A Aid 
44 IK) 


JO 


909 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 


4470 


56 


909 


gi7292259 


Drosophila 
mel an ogaster 


CG1 2009-P A 


ZD JO 


JO 


910 


gil504040 


Homo sapiens 




41 19 


JO 


910 


gi6273399 


Homo sapiens 


AR20m4S 1 mplannm^. 

iU iUuJTU x i ' l^m 1 l\f \ [In 

associated antigen MG50 


41 19 
4i \L 


30 


910 


gi7292259 


Drosophila 
melanogaster 


CGI 2007- PA 


97CQ 


JO 


911 


gil 8175295 


Homo sapiens 


CRR1 i^ofomn TI nrppiircrvr 


1ZJ5 


Zo 


911 


gi!8182323 


Mus musculus 


AF406641J crumbs-like 
protein 1 precursor 


1242 


29 


911 


gi29 144951 


Mus musculus 


5 040? A 91 nrotpm 


4U54 


72 


912 


gil 1493463 


Homo sapiens 


AF130117 38 PR02852 


173 


54 


912 


m2 1104464 


Homo mrMPtic 




184 


61 


912 


gi6650802 


Homo sapiens 


AF1 18094 17 PR01848 


200 


56 


913 


gi6808611 j 


Homo sapiens 


AF204231J 88-kDaGolgi 
protein 


3237 


99 


913 


gi6969980 


Homo <;ani pn c 


At? 167441 1 nnlntn £"7 

/vr i Qj £ t*f i i goigin o / 


2345 


98 


913 


gi72 11438 


Homo <»Jirnpnc 


/\.ri040zz l goigm-o/ 


2327 


98 


914 


gil5030299 


Mus musculus 


protein Kinase, CAivir 
ucpciiuciiL I cguidiory, type i 
beta 


1 CO 1 

1881 


94 


914 


gi200365 


Mus mu<iciilii<> 


w\iVLr-uepenueni proiem 


looo 


94 


914 


gi307377 


Homo sapiens 


cAMP-dependent protein 
iviiiaoc xvi.-uci.il regulatory 
<iuhiinit 


1957 


99 


915 


gil4017915 


Homo sapiens 


KIAA1849 protein 


3460 


100 


915 


gi7022002 


Homo sapiens 


unnamed protein product 


3074 


100 


915 


gi7022284 ! 


Homo sapiens 


unnamed protein product 


3460 


100 


916 


gil 845577 


Mus musculus 


-lipoxygenase 


2619 


77 


916 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2617 


77 


916 


gi3645913 


Mus musculus 


-lipoxygenase 


2619 


77 


917 


gil5489302 


Mus musculus 


arachidonate lipoxygenase, 
epidermal 


1142 


69 


917 


gil 845577 


Mus musculus 


-lipoxygenase 


1139 


69 


917 gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 


1142 


69 
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epidermal 






Q1 R 
y 10 




mimmln^ 

ITXUD lUUJvUlUO 


arachidonate lipoxygenase, 
epidermal 


1263 


75 


y 15 


mlR4 i \^77 


TV/itc tniiCfitliiQ 

IVlUo IllUol/UlUo 


-lipoxygenase 


1260 


75 


Q1R 
y 10 


cri 100479 91 


Miiq miicniliic 

IVlUo UlUOOUlUo 


Arachidonate lipoxygenase, 
epidermal 


1263 


75 


010 
yiy 


oil 90^1999 
1 z,\UDz,yy 


T-Tattia onnipnQ 


hypothetical protein 


2183 


100 


Q10 
y iy 






hypothetical protein FLJ22944 


3409 


91 


919 


gi22945612 


Drosophila 

trip 1 nn c\oti cfw 
11 ici tiii\j goa ici 


CG31652-PA 


131 


23 


AO A i 

y^u 


gii4iyozu/ 


IVIUi IllUoLiUlUo 


hvnothetical nrotein BC008163 


1599 


98 


920 


gil9343692 


Homo sapiens 




1625 


100 


A1A 

920 


gi /2y4yo D 


urosopnna 

IllClaUUgablCi 




615 


40 


921 


gi21594983 


Homo sapiens 


cytokine-like protein C17 


238 


74 


no 1 
yl\ 


gloi^zOoj 


nomo bdpicnb 


AFT 91766 1 cvtokine-like 

AFAtPin C*\1 
LvlUlwlll V/i 1 


238 


74 


922 


gi21594983 


Homo sapiens 


cytokine-like protein C17 


238 


74 




gloloZOoJ 


riomo sapiens 


AF 191766 1 cvtokine-like 
nrotein CI 7 


238 


74 


923 


gi21594983 


Homo sapiens 


cytokine-like protein CI 7 


381 


81 


923 




xiomo sapiens 


A F1 91766 1 evtoldne-like 
protein CI 7 


381 


81 


yZ4 


m 'oi CO/IOOO 

giZiDy^yoj 


riomo sapiens 


rvtAlriAP-1il<"P nrntpin C!1 7 


263 


98 




glo ijZOoj 


nomo sapiens 


A F1 91766 1 cvtokine-like 
nrntpin f^l 7 


263 


98 


y/j 


m91 *\QAQ81 




cvtnkine<-Ii]ce t>rotein C17 


591 


100 


925 


gi8132683 


Homo sapiens 


AF193766_1 cytokine-like 

nrntpin CW 7 

L/l ULwlii V-/ JL / 


591 


100 


AO£ 

yzo 


gii joyoji / 


norno sapiens 




2741 


99 


926 


gil7975777 


Homo sapiens 


vesicular inhibitory amino acid 
transporter 


2741 


99 


ai^ 

926 


glilDODjyz 


Homo sapiens 


\/*»oir»ii1ar inhfKitArv nmiilA PPtH 
V CblCUldi llllltUlLUI jr oiillllV aciu 

transporter 


2741 


99 


927 


gi22507470 


Mus musculus 


AI413481 protein 


2042 


92 


927 


'n Ami oc 

giiuy /is!) 


Rattus norvegicus 




658 


39 


927 


gl802014 


Rattus norvegicus 


preauipocyie iacior i 


653 


39 


928 


gilo7oo374 


Drosophila 
melanogaster 


orviuozo^p 


357 


36 


928 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1600 


89 


928 


gi6624073 


Homo sapiens 


acuu / similar 10 
hepatitis delta antigen 
interacting protein A 




91 

yj 


929 


gi 1425063 8 


Homo sapiens 


AAriuo Ioj oimuar to JJINA 
segment, Chr 17, human 
D6S54E 


50*1 


07 


929 


gi3941733 


Mus musculus 


AAC82476 BAT4 


582 


70 


929 


gi4337106 


Homo sapiens 


AAD18082 BAT4 


864 


97 


930 


gi27476065 


Oryza sativa 
(japonica cultivar- 
group) 


Putative 

phosphate/phosphoenolpyruvate 
translocator protein 


266 


30 


930 


gi5911433 


Rattus norvegicus 


AF182714__1 putative 

phosphate/phosphoenolpyruvate 

translocator 


621 


88 


930 


gi9759107 


Arabidopsis thaliana 




282 


30 
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O MAM 

l> scurc 


IVl tCUlMRp 

Identity 








pnospnaie/pnobpii^ci'^Hy 1 uvaic 






931 


gil5277895 


Homo sapiens i 


AAH12939 Similar to 

ootvIi rifrrrvr^Viir*— 1i If P OvtnVlTlft' 
npi irntrrtnhiT*- 1 /R-cell 
^Hmulatint? fa.ctor-3 


1204 


99 




gl IDjjODHj 


T-Tnmn canipriQ 
jtluiiivj oopiciio 


cardiotronhin-like cvtokine 


1204 


99 


?j i 


glOUv/OHO 




neurotroohiTi- 1/B-CCll 
stimulating factor-3 


1204 


99 






Unmn cam pti^ 


FLJ2 1269 protein 


846 


98 






Mm mu<;f*ii1iiQ 


MT-MC1 


715 


82 


932 


gi22003732 


Homo sapiens 


AF527367 1 MTLC 


853 


99 


933 


gil5982236 


Mus musculus 


putative methionyl 
Qm i n nn enti Hasp. 


1095 


94 






rvl aUlUupolo liirtU.nl lo 


rw itnti vft 


744 


50 


yjj 


a\ 9 AC 00771 


A'riiHiHrt'ncf c tlinlipnJi 
/vldUlUUpolo UlaLlaiia 


mitativp 


744 


50 


y.54 


gll JjOUIj 




npirrPYfmhilin 9 


550 


45 


934 


gi22477181 


Homo sapiens 


Similar to neurexophilin 4 


1649 


99 


934 


gi4104963 


Rattus norvegicus 


neurexophilin 4 


1493 


90 


935 


gll2oj2yiJ 


Mus musculus 


i<nnomor] nr/\fpin t~\tTy/i lift" 

uimarneu protein prouu^i 


193 


75 


935 


gl2o32oUo / 


Mus musculus 


unnrnijeu proicin piuuun 




75 


937 


gil938713o 


Homo sapiens 


A T7A7Q748 1 PVR FM- 

containing APAFl-Iike protein 
5 


874 


99 


937 


gl2U2oUO 


Rattus norvegicus 


vosoprcdbin rcvcpiur 


561 


68 


937 


gi2843636o 


Homo sapiens 


WAT P£ 


R74 

O /*T 


99 


938 


—ill n i nc 
gl 11321325 


Homo sapiens 




IVJU 


100 


938 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
or mouse liin- /d, mammalian 

T T>J_7 nrnfpin 7 

1_«11N / pi U LCI 11 J* 


1030 


100 


938 


glJoojo2o 


: " 

Rattus norvegicus 


lin-7-A 


1019 


98 


939 


gil4349125 


Homo sapiens 


alpha2-glucosyitransferase 


738 


96 


939 


gl324yU20y 


Oryza sativa 
(japonica cultivar- 
group) 


n^rMRhni 1 fiK"07 i 

UjJ lNDDv 1 1 UJVU / . 1 


190 


36 


mo 

y^y 


J. J4D 1 


Kauus norvegicus 


nrttiicciiirn pTiaTvnpl rPOllljltlM* 1 
puuxsoi mil viioiuici icguidiui l 


718 


93 


940 


gi 13325 140 


Homo sapiens 


AAH04383 


2693 


100 


O/l A 

y40 


glij /OO 


Homo sapiens 


t-\ r\\ \ rr\ i m inin^ fr^>r*+ Kin ri i n CT 

poiypiriiniuixic uiaLL uinuiiig 
protein 


2693 


100 1 


940 


gljj / /4 


Homo sapiens 




2693 


100 


941 


gi21 522774 


Homo sapiens 


unnamed protein product 


3068 


100 


941 


gi24047224 


Homo sapiens 


bimilar to oUr-iiKe-domain, 
multiple 6 


jU4o 


QQ 

yy 






Hrvmn ^anipn<! 

X k\JlXl\J wilO 


AF1 86084 1 epidermal growth 
factor repeat containing protein 


3043 


99 


942 


gi2 1522772 


Homo sapiens 


unnamed protein product 


3102 


100 


942 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


3043 


98 


942 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


3038 


98 


943 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen se!4-3 


3867 


99 


943 


gil7980969 


Homo sapiens 


AF454056_1 sel4-3r protein 


5146 


99 


943 


gi29165763 


Mus musculus 


363241 3B07Rik protein 


5213 


82 
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944 


gil3677201 


Homo sapiens 




It l\ 


1UU 


944 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3140 


99 


944 


gi29165763 


Mus musculus 


3632413B07Rik protein 


3613 


89 


945 


gil!385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3806 


94 


945 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


945 


gi291 65763 


Mus musculus 


3632413B07Rik protein 


5492 


85 


946 


gil 1385648 


Homo sapiens 


AF273045_1 CTCL tumor 
antigen sel4-3 


3806 


94 


946 


gi 17980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


5085 


95 


946 


gi29165763 


Mus musculus 


3632413B07Rik protein 


5566 


87 


947 


gil4043211 


Homo sapiens 


AAH07594 Similar to RJKEN 
cDNA 4931428F04 gene 


2410 


98 


947 


gi21 739633 


Homo sapiens 


hypothetical protein 


2430 


97 


947 


gi25058997 


Mus musculus 


1 1 10003N12Rik protein 


941 


63 


949 


gil9387136 


Homo sapiens 


AF479748J PYRIN- 
containing APAFl-like protein 
5 


1735 


99 


949 


gi202806 


Rattus norvegicus 


vasopressin receptor 


1030 


64 


949 


gi28436366 


Homo sapiens 


NALP6 


1735 


99 


950 


gi20338417 


Gallus gallus 


potassium channel subunit 


5079 


88 


950 


gi3875660 


Caenorhabditis 
elegans 




2164 


45 


950 


gi3978472 


Rattus norvegicus 


potassium channel subunit 


5376 


90 


951 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


4376 


96 


951 


gi21 908028 


Homo sapiens 


AF466287_1 a disintegrin and 
metalloprotease domain 33 


4360 


96 


951 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


4360 


96 


952 


gil2841733 


Mus musculus 


unnamed protein product 


715 


92 


952 


gi 18606367 


Mus musculus 


RDCEN cDNA 4930570C03 


715 


92 


952 


gi31581976 


Homo sapiens 


FLJ20489 protein 


472 


100 


953 


gi 15420879 


Mus musculus 


AF39897i_l ankyrin repeat- 
containing SOCS box protein 
10 


2049 


83 


953 


gil8031949 


Mus musculus 


SOCS box protein ASB-18 


800 


44 


953 


gil8092200 


Homo sapiens 


AF417920_1 ASB-10 


2174 


91 


954 


gi32707 


Homo sapiens 


interferon-omega 1 


337 


51 


954 


gi386800 


Homo sapiens 


interferon-alpha 


340 


51 


954 


gi491284 


synthetic construct 


I FN- ps eu do-om e ga 2 


799 


98 


955 


gil5928971 


Homo sapiens 


AAH14951 Similar to neuronal 
thread protein 


430 


90 


955 


gi9844579 


Homo sapiens 




450 


97 


955 


gi9844580 


Homo sapiens 




623 


84 


956 


gill559412 


Homo sapiens 


NADPH-dependent retinol 
dehydrogenase/reductase 


587 


100 


956 


gil2804321 


Homo sapiens 


AAH03019 peroxisomal short- 
chain alcohol dehydrogenase 


685 


100 


956 


gil91 13668 


Homo sapiens 


NADP-dependent retinol 
dehydrogenase short isoform 


878 


100 


957 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


1499 


68 


957 


gi28838433 


Homo sapiens 


DKFZp762A201 3 protein 


1759 


82 


957 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


1668 


78 
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958 


gil2958660 


Homo sapiens 


*j — t 

AF321918 1 acid phosphatase 




inn 


958 


gil2958663 


Homo sapiens 


AF3 2191 8_4 aci d phosphatase 
variant 3 




QO 

yy 


958 


gi52871 


Mus musculus 


lysosomal acid phosphatase 






959 


* 1 1 A A A*\ 

gi 11493443 


Homo sapiens 


Ar 13U1 17 2/ rKUzzUy 


I l\JD 




959 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


1 l(Yl 
V f\)5 


inn 


959 


gi6855601 


Homo sapiens 


AFH3676 1 rKU0oo4 


1 i(yx 
i /Vj 


inn 


960 


gi 11493443 


Homo sapiens 


AF13U117 27 rKUZzvy 


OH/1 A 


OK 


960 


gi 177829 


Homo sapiens 


alpha- 1-antitrypsin 


2U4U 


yj 


960 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2040 ^ 


95 


961 


gil 1493443 


Homo sapiens 


AFl30ll7_27 PRO2209 


2025 


So 


961 


gil77829 


Homo sapiens 


alpha- 1 -antitrypsin 


2025 


95 


961 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2025 


So 


962 


gil 1493443 


Homo sapiens 


AF130117 27 PRO2209 


2030 


SO 


962 


gil77829 


Homo sapiens 


alpha-l-anti trypsin 


2036 


95 


962 


gi28966 


Homo sapiens 


alpha 1-antitrypsin 


2036 


95 


964 


gi!841702 


Macaca fascicularis 


fertilin alpha-I isoform 


3138 


70 


964 


gi2632092 


Pongo pygmaeus 


fertilin alpha protein 


4125 


92 i 


964 


gi794073 


Macaca fascicularis 


fertilin alpha-I 


3138 


70 ! 


965 


gil7887359 


Oryctolagus 
cuniculus 


lipophilin AL2 


248 


54 


965 


gi4 107229 


Homo sapiens 


lipophilin A 


454 


100 


965 


gi41 07231 


Homo sapiens 


lipophilin B 


267 


60 


966 


gil3817037 


Homo sapiens 


E-type ATPase 


2812 


99 


966 


gi20988653 


Homo sapiens 


Similar to ectonucleoside 
triphosphate 
diphosphohydrolase 3 


2413 


99 


966 


gi3335100 


Homo sapiens 


CD39L3 


2816 


100 


967 


gi!80251 


Homo sapiens 


precerebellin 


542 


57 


967 


gi6942096 


Mus musculus 


CBLN3 


936 


93 


967 


gi6942098 


Mus musculus 


AF218380 1 CBLN3 


936 


93 


968 


gil 8255724 


Mus musculus 


LOC2 15928 protein 


131 


28 


968 


gi21750370 


Homo sapiens 


unnamed protein product 


1136 


100 


968 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


969 


gi21750370 


Homo sapiens 


unnamed protein product 


2545 


99 


969 


gi22328120 


Homo sapiens 


hypothetical protein 
DKFZp761N1114 


2077 


99 


969 


gi26332881 


Mus musculus 


unnamed protein product 


2116 


86 


970 


gi!3161123 


Homo sapiens 


AF332239_1 transcript Y 10 


147 


54 


970 


gi4545317 


Acipenser ruthenus 


AF129437_1 immunoglobulin 
light chain precursor 


149 


25 


970 


gi9937599 


Salmo trutta 


AF296378_1 MHCclassI 
heavy chain 


153 


31 


971 


gil2964746 


Mus musculus 


AF316612_1 neuronal 
pentraxin receptor 


2207 


88 


971 


gi2253263 


Rattus norvegicus 


neuronal pentraxin receptor 


2232 


89 


971 


gi4160197 


Homo sapiens 




2512 


99 


972 


gi27884137 


Danio rerio 




3553 


78 


972 


gi3170615 


Mus musculus 


DOC4 


4166 


96 


972 


gi4760782 


Mus musculus , 


Ten-m4 


4188 


96 


973 


gil4714932 


Homo sapiens 


AAH10623 -like 1 


3770 


100 


973 


gi21748606 


Homo sapiens 


FLJ00380 protein 


3729 


96 


973 


gi541678 


Homo sapiens 


hbZ17 


3729 


96 
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SEQ_ID 
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O atUIc 


"Ort >>nA||f<lffa 

Jr erceii lagc 

JLUCiitiijr 


OlA 

y /H 


gll /U'W'jlll 


L^clbllillalllo IlldJUi 


pUbMUIC J_»IlVi-UlIlUJIJg la^twi 


2875 


36 




gizjuyo ioz 


T"W/\c f\r\ rii 1 Q 
J^TObOpillia 

m <=»1 a n a cm cf pr 


Pm^ROO-PA 
i j ovy-A /\ 


3997 


46 




<ri771 61 nn 
gl / / 101 w 


1? afftlC TIArVPOlHlC 

ixaUUd norvcgii/Ub 


AF996QQ'* 1 Qplprtive L1M 
binding factor 


8413 


95 


075 


gi.£U / 7?OU 1 


Vfiic mucpiiliiQ 

AVlUo IIlUo^UlUO 


AFSft/^75 1 mnrolinin-2 

Ai JUJJ I J X IXXUK/\JIXIJ111 *• 


1593 


71 


y / j 


glXt*T 1 / / y«J 


NyTnc rniici*nliiQ 
lVi.Ua iiiu.ai'UiUd 


murnlinin 9 


1593 


71 


975 


gi24417795 


Homo sapiens 


mucolipin 2 


1912 


86 


y fO 


gizu/yyooi 


ivius rnuocuiub 




2394 


83 


976 


gi24417793 


Mus musculus 


mucolipin 2 


2394 


83 


y/o 


giZ441 //SO 


Homo sapiens 


mucolipin z 


9R17 


yy 


yff 


^icini An 
gll 3 1U14/ 


Homo sapiens 








y 1 1 


rrinn Ann Ain 
glZZ4 / /43Z 


Homo sapiens 


j-/Jvr .or /ozinz^ i o protein 




01 


ann 
ylf 


m/lAIAOA 


Mus musculus 


Gn-z/ ioCju iusion proiein 


yoo 


y\j 


you 


rri 1 ^1 1A<Q 
gll D lJUDy 


Homo sapiens 


senn proiease wiin ivjp~ 
omuiiig iiioui 




07 
y£> 


you 


OT *i £oi 0AA 
gl IOZIZh** 


numo Sapiens 


nnvpl cpnnp T«*Atpac** PR ^^11 1 
I1UVCI oCliXlC JJlULCilaC, rXwijl 1 


2203 


92 


980 


gi5281519 


Homo sapiens 


AF157623„1 HTRA serine 
protease 


2203 


92 | 


yol 


gii lyyuizo 


— 

Camelus 

uruincumi us 


unyinubiii 


1 1 R7 
no/ 




981 


gi540097 


Sus scrofa 


preprochymosin 


1187 


58 


OC 1 

yo I 


m*7AABA05 

gl/UUoUZO 


Callithnx jacchus 


prochymosin 




fA 


yoZ 


glZ/j-)0y.54 


Homo sapiens 


exxraceiiuiar suiiaiase aui»r-z 


Lyj 


inn 




giz/3->oyjo 


Mus musculus 


extracellular sunaxase auLr-z 


98S 


10ft 


yoz 


gizo jyizyu 


Homo sapiens 


suiiaiase oulti precursor 


97/i 
z /o 


\JO 




gJi/.fl/.QO/ 1 


Homo sapiens 


zji-caruoxypepiiuasc 


900R 

Z.UUO 


00 




giz/ozyoyo 


Paralichthys 


carooxypepuaase o 


80S 
owo 


40 


984 


gi6013463 


Bothropsjararaca 


carboxypeptidase homolog 


817 


46 


yoj 


glZ / IZhO/ 1 


Homo sapiens 


Zn-carboxyp epti dase 


900S 

ZUUo 


00 

yy 


985 


gi27529696 


Paralichthys 
olivaccus 


carboxypeptidase B 


808 


49 




glOUlJ40J 


rsoinrops jararaca 


carDoxypepuudsc nomoiog 


817 


to 


yoo 


gll l D4j /ud 


riomo sapiens 


loV^U 1 




00 

yy 


986 


gill 545707 


Homo sapiens 


ISCU2 


845 


100 


no/; 


mOAICI AO 1 

glZUiolUZl 


Mus musculus 


Nifu-pending protein 


8fl7 
5U / 


0£ 

yo 


987 


gil2314022 


Homo sapiens 




883 


89 


987 


giz2417143 


Homo sapiens 


CUloUl protein 


ODD 


1 AA 


987 


gi32879760 


Homo sapiens 


Snf7 homologue associated 
with Alix 1 


883 


89 


988 


gll 2 805221 


Mus musculus 


Lymphocyte antigen 6 
complex, locus A 


i in 






giiyoyz*f 


— ■ 

Mus musculus 




\V1 
i j t 


33 


988 


gi201113 


Mus musculus 


T-cell activation protein 


137 


33 


989 


gi 175 12406 


Mus musculus 


differential display and 
activated by p53 


1063 


67 


989 


gi25 166615 


Homo sapiens 


AF223000_1 DDA3-like 
protein 


1673 


99 


989 ' 


gi25 166621 


Homo sapiens 


AF322891_1 DDA3-like 
protein 


1673 


99 


990 


gi 15990480 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi21961217 


Homo sapiens 


-binding protein 2 


1570 


100 


990 


gi22213050 


Mus musculus 


B230313N05Rik protein 


1555 


98 
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jLaenniy 


991 


gi204058 


. 

Rattus norvegicus 


extracellular signai-reiaiea 
kinase 3 


i**y i 


oz 


yyi 


gi23y03 


Homo sapiens 


63kDa protein kinase 


7S04 


yy 


991 


gi27882123 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


1670 


61 


992 


gl 170 16967 


Homo sapiens 




JOHj 


07 
y § 


992 


gil7861384 


Homo sapiens 


nesprin-2 gamma 




07 


992 


gi24417711 


Homo sapiens 


nesprin-2 




07 
y i 


993 


gl 1820475 6 


Mus musculus 


ld iuu*f*fjJZUKiK proiein 


OZO 


uo 


993 


gi2 17065 80 


Mus musculus 


Aoiuu IdkjL i kik protein 


170 
X /U 


00 

zy 


993 


gljjJZboUz 


Homo sapiens 


lNoOAI.rO 


007 
yy / 




994 


gil9353133 


Mus musculus 


Clq-like 


961 


66 


994 


gi26996600 


Mus musculus 


p.',,,, !1 n M /"II _ lil- — 

oimilar to Clq-iike 


l'A£Q 


y^+ 


994 


gi32401227 


Homo sapiens 


Ar525315_l Clq-aomain 
containing protein 


1 ^OG 
1 DZo 


OS 

y© 


995 


gl 147 18648 


Homo sapiens 


allantoic ase 




oo 
yy 


995 


gi20987689 


Homo sapiens 


Similar to allantoicase 




oo 

yy 


995 


gi9255889 


Mus musculus 


Arz/e/lz l allantoicase 




77 


996 


gil5617341 


Homo sapiens 


LAG- 3 protein precursor 


OS i ^ 
Zo 1 J 


oo 

yy 


996 


gi30851187 


Homo sapiens 


LAui protein 


i on£ 


oo 

yy 


996 


gi579596 


Homo sapiens 


lymphocyte protein 


ZOD 1 


no 

yo 


997 


gil38l0285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


JOlJ 


oi 
y i 


997 


gl25 22208 


Homo sapiens 


Kas-UKrz 




00 

yy 


997 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
excnange iacior z 


£Ani 


oo 

yy 


nno 
yyo 




— — : 

Homo sapiens 


Aroz/ouo i zizimin i 




100 ! 


998 


gi28374168 


Mus musculus 


AA959601 protein 


8001 


92 


998 


gi3 1419757 


Mus musculus 


AAyoyoUl protein 


BAA1 


oo 
yz 


999 


gl 10433672 


Homo sapiens 


unnamed protein product 


1 ^lO 


100 


999 


gi 19263505 


Homo sapiens 


hypothetical protein FU12242 


1530 


100 


999 


gi23272394 


Homo sapiens 


KCTD2 protein 


OOQ 
/ZO 


fin 

Of 


1000 


gi!4041697 


Homo sapiens 




3585 


99 ! 


1000 


gi2 1594273 


Homo sapiens 




3626 


1 AA 
11KJ 


1000 


gi25303955 


Homo sapiens 




3600 


100 


1001 


gjl438532 


Rattus norvegicus 


rAl 


527 


25 


1001 


gil438534 


Rattus norvegicus 


rA9 


4640 


67 


1001 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gi 1438534 


Rattus norvegicus 


rA9 


4640 


67 


1002 


gi27371336 


Homo sapiens 


Similar to CTD-binding SR- 
like protein rA9 


2008 


97 


1002 


gi7296722 


Drosophila 
melanogaster 


CG2926-PA 


536 


23 


1003 


gil675220 


Cricetulus griseus 


SREBP cleavage activating 
protein 


6194 


92 


1003 


gi23240172 


Drosophila 
melanogaster 


CG33131-PA 


1077 


32 


1003 


gi30048445 


Mus musculus 


Similar to SREBP 
CLEAVAGE-ACTIVATING 
PROTEIN 


2600 


89 


1004 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1004 


gi26453336 


Homo sapiens 


FIGCl 


1983 


99 
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1 f\(\A 

10U4 


gi7677058 


. 

Homo sapiens 


Arl3D0Dz_l potassium 
channel modulatory factor 




00 

yy 


1 AAC 
100 J 


gi26341968 


Mus musculus 


unnamed protein product 


004 


KA 
J4 


1 AAC 

1005 


'n^nro on 

gi27695389 


Mus musculus 


MuwoOl / protein 


1 acq 


OQ 
yo 


1 AAC 

1005 


gi30481648 


Homo sapiens 






34 


1006 


'11 OHM 1 O 

gill8753l8 


Mus musculus 


synaptotagmin ALU 


2UU4 


OA 

oy 


1006 


gi!42l0274 


Rattus norvegicus 


AF375466_1 synaptotagmin 13 


2000 


89 


1006 


gi2l4l0l54 


Mus musculus 


synaptotagmin 13 


2004 


89 


1007 


gill 342591 


Mus musculus 


RanBP7/importm 7 


5415 


99 


1007 


gi32330683 


Mus musculus 


importin 7 


5427 


99 


1007 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5447 


100 


1008 


gil7939650 


Homo sapiens 


AAH19302 hypothetical 
protein FIJI 2525 


3770 


99 


1008 


gi 18676522 


Homo sapiens 


FLJ00158 protein 


1512 


100 


1008 


gi27462078 


Homo sapiens 


AF1 16730 1 MSTP060 


3739 


96 


1009 


gi28981429 


Mus musculus 


Ddefl protein 


4690 


95 


1009 


gi4063614 


Mus musculus 


ADP-ribosylation factor- 
directed GTPase activating 
protein isoform a 


4701 


94 


1009 


gi4406393 


Bos taurus 


differentiation enhancing factor 
1 


4700 


95 


1011 


gi 13 8728 13 


Homo sapiens 


fibulin-6 


541 


29 


1011 


gi 14575679 


Homo sapiens 


AF156100 1 hemicentin 


537 


29 


1011 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1631 


47 


1012 


gi 12843704 


Mus musculus 


unnamed protein product 


1005 


72 


1013 


gil2833251 


Mus musculus 


unnamed protein product 


710 


58 


1013 


gil7511816 


Homo sapiens 


AAH 18758 Similar to RIKEN 
cDNA 1 1 10032022 gene 


1468 


99 


1013 


gi20071678 


Mus musculus 




'lift 
710 


CO 

58 


1014 


gil2833251 


Mus musculus 


unnamed protein product 


74 o 


/TC 

65 


1014 


• i «f i ioi^ 

gil7511816 


Homo sapiens 


AAH 1 8758 Similar to RIKEN 
cDNA 11 IU032U22 gene 


128a 


AA 

90 


1014 


gi20071678 


Mus musculus 




748 


65 


1015 


gi 13529248 


Homo sapiens 


Centrin 3 


Old 

839 


AA 

99 


1015 


A C A A 1 

gi2246401 


Homo sapiens 


centrin 


842 


1 AA 
100 


1 A1 c ! 

1015 


gi30582215 


Homo sapiens 




soy 


AA 

yy 


1016 


gi3 1455256 


Homo sapiens 


Till pri/jr 1 1 *7 *„ 

IMAGE35 1 03 1 7 protein 


2496 


1 AA 
100 


1016 


gi32492907 


Homo sapiens 


selenoprotein O 


2496 


100 


1016 


gi65 72230 


Homo sapiens 




1879 


99 


1017 


gi31455256 


Homo sapiens 


IMAGE35 103 17 protein 


2142 


100 


1017 


gi32492907 


Homo sapiens 


selenoprotein O 


2142 


100 | 


1017 


gi6572230 


Homo sapiens 




3997 


99 


1018 


gi21 928729 


Homo sapiens 


seven transmembrane helix 
receptor 


2190 


99 


1018 


gi6693701 


Homo sapiens 


AF147788J melanopsin 


2226 


91 


1018 


gi6693703 


Mus musculus 


AF147789 1 melanopsin 


1729 


74 


1019 


gi20072741 


Mus musculus 


E430025L02Rik protein 


2634 


80 


1019 


gi28380382 


Drosophila 
melanogaster 


CG4168-PA 


309 


29 


1019 


gi439296 


Homo sapiens 


garp 


793 


37 


1020 


gi!5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


1346 


99 ! 


1020 


gi!5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase! 


1346 


99 ' 
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1020 


gi5019275 


Bos taurus 


xenobiotic/medium-chain fatty 
acid:CoA ligase form XL-III 


1088 


78 


1021 


gil8874700 


Homo sapiens 


AF478469_1 Rap 1 guanine 
nucleotide-exchange factor 
PDZ-GEF2B 


5803 


98 


1021 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5822 


98 


1021 


gi6650766 


Homo sapiens 


AF1 17947_1 PDZ domain- 
containing guanine nucleotide 
exchange factor I 


6216 


100 


1022 


gil 8874698 


Homo sapiens 


AF478468_1 Rap 1 guanine 
nucleotide-exchange factor 
PDZ-GEF2A 


5923 


99 

i 


1022 


gil8874700 


Homo sapiens 


AF478469J Rapl guanine 
nucleotide-exchange factor 
PDZ-GEF2B 


5923 


99 


1022 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


5942 


100 


1023 


gil3810306 


Homo sapiens 


transmembrane protein 7 


261 


37 


1023 


gi 18250724 


Mus musculus 


transmembrane protein 7 


257 


36 


1023 


gi20270907 


Oncorhynchus 
mykiss 


AF483531_1 VHSV-induced 
protein-5 


233 


33 


1024 


gi20071315 


Mus musculus 


AA589509 protein 


1116 


76 


1024 


gi21779866 


Mus musculus 


AF458068 1 II^17RE 


2052 


66 


1024 


gi21779869 


Homo sapiens 


AF458069_1 IL-17RE 


2896 


100 


1025 


gi20071315 


Mus musculus 


AA5 89509 protein 


1116 


76 


1025 


gi21 779866 


Mus musculus 


AF458068 1 IL-17RE 


2028 


72 


1025 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


2928 


100 


1026 


gil4150450 


Rattus norvegicus 


AF241241J UDP- 
GalNAcrpolypeptide N- 
acetylgalactosaminyltransferase 
T9 


1350 


93 


1026 


gi25809274 


Homo sapiens 


polypeptide N- 

acetylgaladtosaminyltransferase 
10 


1390 


97 


1026 


gi28268676 


Homo sapiens 


UDP-N-acetyl-alpha-D- 
galactosaminerpolypeptide N- 
acetylgalactosaminyltransferase 
10 


1384 


96 


1027 


gil5217067 


Homo sapiens 


AF400436_1 stem cell factor 
isoform 1 


1019 


95 


1027 


gil 827477 


Felis catus 


stem cell factor 


896 


84 


1027 


gi337934 


Homo sapiens 


stem cell factor 


1019 


95 


1028 


gil377895 


Homo sapiens 


OB-cadherin-2 


1572 


56 


1028 


gi30171995 


Homo sapiens 


cadherin-24 


2721 


93 


1028 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2987 


99 


1029 


gi!377895 


Homo sapiens 


OB-cadherin-2 


1621 


60 


1029 


gi30171995 


Homo sapiens 


cadherin-24 


2770 


99 


1029 


gi30171998 


Homo sapiens 


cadherin-24 variant 


2721 


93 


1030 


gil398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


6763 


94 


1030 


gi21541504 


Homo sapiens 


AF458662_1 calcium- 
dependent activator protein for 


6440 


93 
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secretion protein 






1030 


gi577428 


Rattus norvegicus 


Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 


6449 


93 


1 A1 1 
1U31 


gll 1U/1 /29 


Homo sapiens 


putative dipeptidase 


1847 


99 




'111 OCT yl A 

gll 1125344 


Homo sapiens 


putative metallopeptidase 


1319 


72 




gi3 24905 15 


Mus musculus 


putative membrane-bound 
dipeptidase-3 


1313 


71 




gll 1493652 


Homo sapiens 


AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 


2552 


100 


1032 


gil3924720 


Homo sapiens 


AF252872_1 cystine/glutamate 
transporter xCT 


2552 


100 


1032 


gi 15082352 


Homo sapiens 


AAH12087 member 11 


2552 


100 


1 (YX'X 


gll /02o34o 


Homo sapiens 


DKFZP586G15 17 protem 


3748 


100 


1033 


gi20987924 


Mus musculus 


2410004L15Rik protein 


3473 


92 


1 All 

1033 


gi29o 12455 


Mus musculus 


2410004L15Rik protein 


3807 


92 


1034 


gil9352987 


Homo sapiens 


Similar to KIAA0433 protem 


6348 


98 


1034 


gj2887437 


Homo sapiens 


KIAA0433 


6487 


99 


1034 


gi31418648 


Mus musculus 




4981 


97 


1035 


gi 11066463 


Rattus norvegicus 


AF225961_1 RhoGEF 
glutamate transport modulator 
GTRAP48 


6385 


80 


1035 


gll 9387 126 


Mus musculus 


AF467766_1 guanine 
nucleotide exchange factor 


1778 


33 


1035 


gi71 10160 


Homo sapiens 


guanine nucleotide exchange 
factor 


1792 


38 


1 A'l/C 
JUJO 


gll 0726794 


Drosophila 
melanogaster 


CG5521-PA 


508 


35 


1U30 


nil/t A<C1 TAT 

gLZ40ol /07 


Mus musculus 


GAP-related interacting partner 
toE12 


986 


97 


1036 


gi4240257 


Homo sapiens 


KIAA0884 protein 


2491 


100 


103/ 


gj20269957 


Sus scrofa 


AF498759J phospholipase C 
delta 4 


1472 


85 


IU.5 / 


gl2l3U/OlU 


Mus musculus 


phospholipase C delta 4 


1327 


77 


1 An 


gD / 1400 


Rattus norvegicus 


phospholipase C deIta-4 


1295 


76 


iU30 


rri 1 £^<OOQC 

gllODj/ooD 


Homo sapiens 


unnamed protein product 


2084 


99 


1038 


gi26326051 


Mus musculus 


unnamed protein product 


1085 


54 


i mo 
IU3o 


gi26327387 


Mus musculus 


unnamed protein product 


1085 


54 


1039 


gil8480186 


Mus musculus 


olfactory receptor MOR261-6 


1323 


81 


1039 


gi32052343 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-4384 1 60- 
4383228 


1323 


81 


1039 


ot93 68991 






1 A 1 A 
1410 


i An 
100 


1040 


gi29791964 


Homo sapiens 


Thrombospondin 4 


4798 


99 


1040 


gi3H626 


Homo sapiens 


thrombospondin-4 


4787 


99 


1040 


gi3860231 


Mus musculus 


thrombospondin-4 


4557 


93 


1041 


gil4043083 


Homo sapiens 


AAH07524 sperm associated 
antigen 9 


660 


100 


1041 


gi24460121 


Homo sapiens 


AF327452_1 JNK-associated 
leucine-zipper protein 


273 


98 


1041 


gi29169179 


Homo sapiens 


PHET 


343 


98 


1042 


gi21654741 


Homo sapiens 


peptide/histidine transporter 


2771 


95 


1042 


gi2208839 


Rattus norvegicus 


peptide/histidine transporter 


2344 


82 
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1042 


gi33126130 


Homo sapiens 


peptide/histidine transporter 


2736 


94 


1043 


gi22831474 


Drosophila 
melanogaster 


CG14622-PC 


2508 


47 


1043 


gi22831475 


Drosophila 
melanogaster 


CG14622-PB 


2508 


47 


1043 


gi29477075 


Mus musculus 


n* "t a .1*1. 11 J 

Similar to dishevelled 
associated activator of 
morphogenesis 1 


2521 


93 


1044 


gi 15929979 


Homo sapiens 


AAril541o similar to zinc 
finger protein 345 


24/0 


1UU 


1044 


gi33417243 


Mus musculus 


B230312I18Rik protein 


1788 


57 


1044 


gi5080758 


Homo sapiens 


AC007842 3 BC331191 1 


1922 


!>2 


1045 


gil2655913 


Homo sapiens 


A Mllf I/ 1 1 - ■ - - ■ - * ■ - A A 

AF227516 1 sprouty-4A 


3oo 


no 
yo 


1045 


gi!2655915 


Homo sapiens 


a rytfiie * t i « Af* 

AF227517_1 sprouty-4C 


386 


no 
yo 


1045 


gi29747900 


Mus musculus 


Sprouty homolog 4 


ooa 
32U 


ol 


1046 


gi29692498 


Mus musculus 


NAAG-pephdase II 


3447 


oo 
oo 


1046 


gi3211746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypepti dase 


2819 


*7A 


1046 


gi4539525 


Homo sapiens 


•vt A A T A T\ TT *._.!_ 

NAALADase II protein 


lOOl 

Jool 


1 AA 
1UU 


1047 


gi2 1750009 


Homo sapiens 


unnamed protein product 


1/11/1 

1414 


yy 


1047 


gi235 12248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


find 
o/o 




1047 


gi26449269 


Macaca fascicularis 


hypothetical protein 


1421 


99 


1048 


gi5918167 


Homo sapiens 


plexin-Bl/SEP receptor 


1C7Q 


42 


1048 


gi6651051 


Mus musculus 


AF133093 2 plexan 6 


i i An 
314/ 


A A 

40 


1048 


gi9885259 


Homo sapiens 


AF149019_1 plexin-B3 


3140 


40 


1049 


gi 1508 1392 


Homo sapiens 


AF395817_1 NAC1 protein 


1268 


55 


1049 


gi3093 1 339 


Mus musculus 


VT 1 J* a _ • 

Nad -pending protein 


1 nCA 

1254 


Dt 


1049 


gi33392751 


Homo sapiens 


NAC1 protein 


1268 


55 


1050 


gill692802 


Homo sapiens 


AF320294 1 ABCG8 


3123 


99 


1050 


gil5088540 


Homo sapiens 


AF324494 1 sterolin-2 


3127 


99 


1050 


gil5146444 


Homo sapiens 


AF351824 1 sterolin-2 


3117 


99 


1051 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


1051 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


1051 


gi7677058 


Homo sapiens 


AF155652_l potassium 
channel modulatory factor 


1983 


99 


1052 


gi33395 


Homo sapiens 




703 


70 


1052 


gi33730 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1052 


gi33734 


Homo sapiens 


immunoglobulin lambda light 
chain 


716 


71 


1053 


gi21388773 


Homo sapiens 


kringle-containing protein 


1764 


80 


1053 


•n 1 *> OOT7C 

gi2 1388775 


Homo sapiens 


kringle-containing protein 


14j3 


/O 


1053 


gi2 1623530 


Homo sapiens 


kringle-containing 
transmembrane protein 


1458 


68 


1054 


gi 14495324 


Homo sapiens 


CMRF35A 


432 


48 


1054 


gil8490143 


Homo sapiens 


CMRF35 leukocyte 
immunoglobulin-like receptor 


432 


48 


1054 


gi396170 


Homo sapiens 


CMRF-35 antigen 


432 


48 


1055 


gi4468255 


Homo sapiens 


MHC class I antigen 


1925 


98 


1055 


gi4468256 


Homo sapiens 


MHC class I antigen 


1974 


100 


1055 


gi487909 


Homo sapiens 


HLA-A1 1 antigen Al 1.1 


1914 


97 


1056 


gi21667214 


Homo sapiens 


AF465767 1 


741 


100 
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bactericidal/permeability- 
increasing protein-like 3 






1056 


gi32490539 


Homo sapiens 


RY2G5 


171 


32 


1056 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


210 


35 


1057 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


2223 


99 


1057 


gi32490539 


Homo sapiens 


RY2G5 


524 


31 


1057 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


564 


32 


1058 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeabttity- 
increasing protein-like 3 


1916 


99 


1058 


gi32490539 


Homo sapiens 


RY2G5 


434 


31 


1058 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


473 


33 


1059 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


1842 


100 


1059 


gi32490539 


Homo sapiens 


RY2G5 


434 


31 


1059 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


473 


33 • 


1060 


gil3529158 


Homo sapiens 


AAH05349 


1128 


99 


1060 


gi529514 


Sus scrofa 


neuronal endocrine protein 


1092 


95 


1060 


gi7718079 


Homo sapiens 


neuroendocrine protein 7B2 


1148 


100 


1061 


gil5929030 


Homo sapiens 


AAH14973 


2325 


100 


1061 


gi 1655 1493 


Homo sapiens 


unnamed protein product 


2321 


99 


1061 


gi!8698601 


Homo sapiens 


AF467443_1 Smith-Magenis 
syndrome chromosome region 
candidate 7 protein 


2325 


100 


1062 


gil3543081 


Mus musculus 


claudin 6 


822 


70 


1062 


gj41 28041 


Homo sapiens 


claudin-9 protein 


1116 


100 


1062 


gi4325296 


Mus musculus 


claudin-9 


1078 


95 


1063 


gi 1215742 


Homo sapiens 


HIP 


434 


65 


1063 


gi 14286258 


Homo sapiens 


AAH08926 ribosomal protein 
L29 


434 


65 


1063 


gi793843 


Homo sapiens 


ribosomal protein L29 


434 


65 


1064 


gi4587895 


Rattus norvegicus 


AF072509_1 glutamate 
receptor interacting protein 2 


3549 


86 


1064 


gi4731287 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


3281 


81 


1064 


gi6601555 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


3549 


86 


1065 


gi23496442 


Rattus norvegicus 


disabled- 1 


2807 


96 


1065 


gi3288852 


Homo sapiens 


disabled- 1 


2865 


99 


1065 


gi8118615 


Homo sapiens 


AF263547 1 disabled-1 


2842 


99 


1066 


gi 16877456 


Homo sapiens 


AAH16974 


1711 


100 


1066 


gi20810324 


Homo sapiens 




1410 


86 


1066 


gi26351033 


Mus musculus 


unnamed protein product 


1236 


76 


1067 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1858 


99 


1067 


gi2738898 


Mus musculus 


protein kinase 


1683 


89 


1067 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1754 


92 
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1068 


gi 12963 879 


Homo sapiens 


prostaglandin D synthase 


980 


96 


1068 


gil3543568 


Homo sapiens 


PTGDS protein 


980 


96 


1068 


gi 189772 


Homo sapiens 


prostaglandin D2 synthase 


980 


96 


1069 


gi 1433671 8 


Homo sapiens 


AE006464 18 similar to 
HAGH 


1157 


100 


1069 


gi20988885 


Mus musculus 


281001 4I23Rik protein 


1153 


79 


1069 


gi2459803 


Rattus norvegicus 


RSP29 


645 


48 


1070 


gil3397835 


Homo sapiens 


annexin A13 isoform b 


1795 


99 


1070 


gi21218387 


Oryctolagus 
cuniculus 


AF510726J annexin Xlllb 


1589 


88 


1070 


gi757784 


Canis familiaris 


annexin Xlllb 


1621 


89 


1071 


gi204222 


Rattus norvegicus 


GABA transporter protein 


3094 


96 


1071 


gi21707908 


Homo sapiens 


, member 1 


3126 


98 


1071 


gi31658 


Homo sapiens 


GABA transporter 


3111 


98 


1072 


gil4165176 


Rattus norvegicus 


AF378093_1 sodium channel 
beta 3 subunit 


823 


98 


1072 


gi71 60975 


Homo sapiens 


voltage-gated sodium channel 
beta-3 subunit 


834 


100 


1072 


gi7161889 


Rattus norvegicus 


voltage-gated sodium channel 
beta-3 subunit 


823 


98 


1073 


gi20381266 


Homo sapiens 


Glypican 2 


3040 


100 


1073 


gi440127 


Rattus norvegicus 


cerebroglycan 


2506 


82 


1073 


gi59 11320 


Mus musculus 


AF105268 .1 glypican-6 


1164 


44 


1074 


gil8676470 


Homo sapiens 


FLJ00132 protein 


2515 


99 ! 


1074 


gil9344068 


Mus musculus 


2700038E08Rik protein 


3407 


77 


1074 


gi23274106 


Mus musculus 


2700038E08Rik protein 


3407 


77 


1075 


gi25396387 


Homo sapiens 


alpha 2,6-sialyltransferase 


2844 


100 


1075 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


1183 


100 


1075 


gi452751 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyltransferase 


943 


54 


1076 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2002 


99 


1076 


gi 13344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2223 


100 


1076 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2223 


100 


1077 


gi 13344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


1662 


96 


1077 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


1662 


96 


1077 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


1662 


96 


1078 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2718 


39 


1078 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


2718 


39 


1078 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


2712 


39 


1079 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


1290 


35 


1079 


gi579592 


Homo sapiens 


alpha 2-macroglobulin 690-730 


1290 


35 


1079 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1080 


gi25303946 


Homo sapiens 


alpha-2-macroglobulin 


761 


31 


1080 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


792 


32 
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lUoU 


glo / 1 OO J 


VJallUS ganus 


ovomacroglobulin, ovostatin 


792 


32 


1081 


gil77870 


Homo sapiens 


alpha-2-macroglobulin 

nrppnrcAr 

LU b>vUl!>Ul 


2736 


39 


1081 


gi25303946 


Homo sapiens 


alpha-2-macrogl obulin 


2736 


39 


1 AO 1 


giD lyjyl 


Homo sapiens 


olnhn 7-maprAolAhiilin 690-730 


2730 


39 


1 AQO 


#»iO CI A*5 A/f < 


Homo sapiens 


alnh .inji<*rn o\ aKi 1 1 in 


1290 


35 






Homo sapiens 


ulnhn 9-mnrrnplnhulin 690-730 


1290 


35 


1082 


gi579594 


Homo sapiens 


alpha 2-macroglobulin 690-740 


1291 


36 


1083 


gil7512361 


Mus musculus 


esterase 31 


2029 


66 


1083 


gi29476863 


Mus musculus 


Similar to esterase 31 


2022 


66 


1083 


gi404389 


Mus sp. 


carboxylesterase; Es-male 






1084 


gi207286 


Rattus norvegicus 


TGF-beta masking protein 
large suDunii 






1084 


gi26006334 




Mus musculus 


lateni xransrorming grow in 
factor beta binding protein 1L 


8630 


88 


1084 


gi3493176 


Mus musculus 


laieni l vjr ugva uiiiuuig piuicm 


8627 


88 


1085 


gi 17985371 


Homo sapiens 


13 binding protein 


861 


100 


1085 


gil 8466808 


Homo sapiens 


AF283671_1 cervical cancer 1 
proto-oncogene-binding protein 


853 


99 


1085 


gj21961229 


Homo sapiens 


xSJtvij Dinning protein 


861 


100 


1086 


gi222833 


Gallus gallus 


M-protein 


2924 


42 


1086 


gi2950347 


Mus musculus 


M-protem 


7008 


42 


1086 


gi407097 


Homo sapiens 


Iojkl) protem 


9Q17 


42 


1087 


gil 2655 165 


Homo sapiens 


AAliU14jo zinc linger proiein 

J. DO 




65 


1087 


line oic/i c 

gi30582545 


: 

Homo sapiens 


zinc nnger proiein ajo 


693 


65 


1087 


gi4894364 


Homo sapiens 


Ar uo / 1 i zinc imgcr 

T\rAtpin ^ 
piuicin J 


693 


65 


1088 


gllOI jo4o 


— : 

Homo sapiens 


rrin^ -firi rrpr rMTAtpin 7"fTi6 


311 


49 


1088 


•^ACOOC/lC 


Homo sapiens 


irtri/t 'fin (Tpr TYT A tpltl 7S6 


309 


56 


1088 


gl4oy43o4 


Homo sapiens 


AF06716S 1 ^inr finoer 

TYTAfpin ^ 


309 


56 


1089 


gi 12655452 


Homo sapiens 


keratin associated protein 4.7 


981 


76 


1089 


gllZOjt>4DU 


Homo sapiens 


IrAratin uccnpisitpn nrA'tPin 4 1/ 


970 


77 


1089 


g|lZDJj404 


Homo sapiens 


Irm-atin accAPiatpfl nrAtPlTl 4 1 S 
Kviallll UooUl^l tlLCU JJl "T. 1 


973 


81 


1090 


gll20Jj440 


Homo sapiens 


irpratin nccAPintprf nrotPin 4 4 


400 


69 


1090 


gi 12655452 


Homo sapiens 


keratin associated protein 4.7 


383 


81 


1090 


gll265!)4o0 


Homo sapiens 


Imrof i r*i ippnr»iQtp/l ^t*rt^P111 A 17 

Keraiin assowaieu piuiciu *t.i^ 


400 


61 


1091 


gi 12655452 


Homo sapiens 


Keratin associaicu pruLcni *t. / 


1219 


90 


1091 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


1158 


88 


1091 


gil2655464 


Homo sapiens 


Keratm associatea proiein 4. id 


17tffl 


100 


1092 


gi 15722084 


Homo sapiens 




1001 


100 i 

l\J\J 


1 007 






lysosomal acid lipase; sterol 
esterase 


1289 


63 


1092 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1093 


gil 5722084 


Homo sapiens 




1935 


100 


1093 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1289 


63 


1093 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1289 


63 


1094 


gi20152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1558 


99 


1094 


gi32526601 


Homo sapiens 


GPRC5D 


1558 


99 


1094 


gi81 18040 


Homo sapiens 


AF209923_1 orphan G-protein 


1804 


99 
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coupled receptor 






1095 


gi 15099951 


Mus musculus 


AF384160_1 diacylglycerol 
acyltransferase 2 


596 


49 


1095 


gil8129609 


Homo sapiens 


AF384161_1 diacylglycerol 
acyltransferase 2 


597 


49 


1095 


gi27693972 


Mus musculus 


diacylglycerol O- 
acyltransferase 2 


596 


49 


1096 


gil7224598 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1134 


95 


1096 


gi 17225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1134 


95 


1096 


gi 17225339 


Homo sapiens 


AF325460_1 dendritic lectin b 
isoform 


930 


80 


1097 


gil7224598 


Homo sapiens 


AF293615_1 blood dendritic 
cell antigen 2 protein 


1182 


99 


1097 


gi 17225337 


Homo sapiens 


AF325459 1 dendritic lectin 


1182 


99 


1097 


gi 17225339 


Homo sapiens 


AF325460.J dendritic lectin b 
isoform 


978 


84 


1098 


gil8479834 


Mus musculus 


olfactory receptor MOR144-1 


1220 


77 


1098 


gi21929119 


Homo sapiens 


seven transmembrane helix 
receptor 


1595 


100 


1098 


gi32063297 


Mus musculus 


olfactory receptor 
GA X6K02T2PVTD- 
14025733-14026668 


1220 


77 


1099 


gi 19526645 


Homo sapiens 


AF430017_1 intestinal 
membrane mucin MUC17 


775 


33 


1099 


gi5911169 


Homo sapiens 


AF147790_1 transmembrane 
mucin 12 


3049 


99 


1099 


©5911171 


Homo sapiens 


AF147791_1 mucin 11 


671 


54 


1100 


gi219497 


Homo sapiens 


biliary glycoprotein 


446 


34 


1100 


gi3172151 


Homo sapiens 


BGPg_HUMAN 


446 


34 


1100 


gi37198 


Homo sapiens 


TM1-CEA preprotein 


446 


34 


1101 


gil504040 


Homo sapiens 




4709 


60 


1101 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


4709 


60 


1101 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2660 


38 


1102 


gil504040 


Homo sapiens 




4596 


59 


1102 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


4596 


59 


1102 


gi7292259 


Drosophila 
melanogaster 


CG12002-PA 


2606 


38 


1103 


gi 10435776 


Homo sapiens 


unnamed protein product 


4413 


99 


1103 


gil 161 1734 


Homo sapiens 


AF245388 1 GREBla 


510 


46 


1103 


gi7264653 


Mus musculus 


AF1 80470 1 Kiaa0575 


3121 


53 


1104 


gi 165 19041 


Drosophila 
melanogaster 


AF427496_1 occludin-like 
protein 


184 


23 


1104 


gi20219008 


Chlamydomonas 
reinhardtii 


AF394181J coiled-coil 
flagellar protein 


673 


36 


1104 


gi7301551 


Drosophila 
melanogaster 


CG6059-PA 


169 


19 


1105 


gil 26545 11 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil4043167 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1105 


gil5079904 


Homo sapiens 


Torsin family 3, member A 


693 


96 


1106 


gi21 666374 


Mus musculus 


swan 


325 


72 


1106 


gi21 666376 


Mus musculus 


swan 


325 


72 
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oEl^>_l_L) 




— ; 

Species 


T) p c p r i ivK nil 


S_score 


Percentage^ 
Identity 


1 10£ 


<ri?Q7/l77QR 


A/fiiQ tnimciiiiiQ 


3000004N20Rik protein 


704 


86 


1 1 (Y7 


gll jU /uohj 




AF233450 1 pecanex-like 
protein 1 


2759 


68 


1 107 


ot'181^7S47 

gl I O 1 J / JH / 


lV/fii*5 musculus 


AF237953 1 pecanex-like 3 


4201 


93 


1107 


gi6650377 


Mus musculus 


AF096286 1 pecanex 1 


2767 


67 


1 1 ah 


glijU/OO'O 


Unmn qjidiptiq 
JT.UIIIU aajjldls 


AF233450 1 necanex-like 
protein 1 


2402 


73 


1 1 A8 
1 lUo 


gl 1 o 1 J / Jn / 


X/fllQ miispiilii^ 

1Y1UO lllUdVlUUw 


AF237953 1 pecanex-like 3 


3138 


97 


1 1 AC 
1 1US 




lV/fno miicf*iiliit» 


AF096286 1 pecanex 1 


2406 


73 


1109 


gi21595759 


Homo sapiens 


similar to HC6 


211 


71 


1 1 AO 


gl /uzu*hhj 


numu bdpiciio 


unnamed protein product 


215 


57 


1 1 AO 


m777A7^7 




AF1 19917 62 PR02822 


232 


61 


1 1 1 A 




A/fiio mi icr>i i lite 


unnamed protein product 


749 


83 


1 1 1 A 

1 1 1U 


glZODHOOjJ 


IV^ito mucpiillic 
IvlUb UlUot/UlUo 


unnamed nrotein Droduct 


749 


83 


1 1 1 A 
111U 


m* 77^ 70671 
glZ f -5 /UOZI 


Hnmn c3rtiPnC 


Similar to hypothetical protein 
FLJ31737 


828 


95 


1111 
1 i 1 1 


01*1704^67 


1 Awl \WJ JU^lwllJ 


unc-93 related protein 


1571 


99 


1111 


gil7390915 


Mus musculus 


unc93 homolog B 


1367 


87 


1111 
1111 


glZ^Z/ I /'tO 




I IncQ^b Drotein 


1367 


87 


1112 


gil5990461 


Homo sapiens 


AAH15612 ring finger protein 
25 


2465 


100 


1 1 1 1 

11 1Z 






Rnf25 protein 


1983 


82 


1112 


gi29179411 


Mus musculus 


Ring ringer protein 25 


1988 


82 


1113 


#19716048 


Xenopus laevis 


Weel B kinase 


1123 


45 


1113 


gi282799o 


Xenopus laevis 


wee i nuinuiug 


1291 


51 


1113 


gi644770 


Xenopus laevis 


WcCln Kludge 


1296 


51 


1115 


gil5030119 


Mus musculus 


31 10057O12Rik protein 


777 


97 


1115 


***** c^i A 

gi23093574 


Drosophila 
melanogaster 


r^ryio in PA 


366 


42 


1115 


gi23093575 


Drosophila 
melanogaster 


r^CVX'J 117 PR 


397 


47 


1116 


gil 1493409 


Homo sapiens 


AF130117 10 PRO0898 


129 


59 


1116 


gi2 1708029 


Homo sapiens 


similar to aju suDiamiiy ov^ 
sequence contamination 
wanung eniry 




70 


1116 


gi28800991 


Homo sapiens 


unnamed protein product 


124 


67 


1117 


gil3810898 


Rattus norvegicus 


A RIOOO 1 £ 1 iriViiKm Kin Hi n a 

Ar.5ZZZio_ i lnmoui oinuing 

prOLClil HJIlg IbUlUiill 


515 


32 


1117 


gi2370143 


— : 

Homo sapiens 


immtmncrlr»V»iilin- li lrp nnmSTTl- 
lllliriUIlUglUUUllIi urwA> uuiliaiu 

containing 1 


503 


32 


1117 


gi2645890 


Homo sapiens 




503 


32 


1118 


gi2370!43 


Homo sapiens 


immnnnfrl ri Ki 1 1 i n - 1 i Irf Hnm P in- 
lJUlTlUnOglOUUIJII~llKC UUlliaill 

containing i 


307 


38 


1118 


gi32330685 


Mus musculus 


inhibin binding protein/pl20 
long isoform 


310 


38 


1118 


gi3233069l 


Mus musculus 


inhibin binding protein/pl20 
variant 4 


310 


38 


1119 


gi2l595l90 


Mus musculus 


2510001A17Rik protein 


4878 


95 


1119 


gi2l707l28 


Homo sapiens 


Ran binding protein 1 1 


5047 


99 


1119 


gi66506l2 


Homo sapiens 


AF111109J Ran binding 
protein 1 1 


5047 


99 


1120 


gil399805 


Homo sapiens 


Bbp/53BP2 


2078 


46 


1120 


gil6l97705 


Homo sapiens 


ASPP2 protein 


2439 


47 


1120 


gi!8652832 


Homo sapiens 


ASPP1 protein 


5703 


99 
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1122 


gi2598461 


Homo sapiens 




1893 


97 


1122 


gi31418316 


Homo sapiens 


Heat shock 70kD protein 
binding protein 


1893 


97 


1122 


gi4049268 


Homo sapiens 


putative tumor suppressor 
ST13 


1893 


97 


1123 


gill991844 


Homo sapiens 


AF243505_1 fibrocyte-derived 
protein 


676 


100 


1123 


gil2619173 


Homo sapiens 


melanoma inhibitory activity 
like protein 


676 


100 


1123 


gil2668328 


Homo sapiens 


melanoma inhibitory activity 
like protein 


676 


100 


1124 


gi22760096 


Homo sapiens 


unnamed protein product 


1047 


89 


1124 


gi27883913 


Homo sapiens 


POTE 


525 


46 


1124 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


743 


85 


1125 


gil 1990779 


Homo sapiens 




548 


43 


1125 


gi22760096 


Homo sapiens 


unnamed protein product 


831 


87 


1125 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


743 


85 


1126 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


265 


67 


1126 


gil 872200 


Homo sapiens 


alternatively spliced product 
using exon 13 A 


259 


66 


1126 


gi7770139 


Homo sapiens 


API 19917 13 PR01722 


266 


60 


1128 


gil6588454 


Homo sapiens 


AF312374_1 AGTRAP protein 


708 


95 


1128 


gil6878260 


Homo sapiens 


AAH17328 Similar to 
angiotensin II, type I receptor- 
associated protein 


726 


100 


1128 


gi9621816 


Homo sapiens 


AF165187 1 ATRAP 


708 


95 


1129 


gil2330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


1376 


71 


1129 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


1864 


98 


1129 


gi21961652 


Mus musculus 


contactin associated protein 4 


1376 


71 


1130 


gil7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


6812 


99 


1130 


gil 8390059 


Homo sapiens 


AF463518_1 cell recognition 
protein CASPR4 


4738 


70 


1130 


gi21961652 


Mus musculus 


contactin associated protein 4 


4709 


68 


1131 


gil0336504 


Homo sapiens 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyltransferase 


2014 


61 


1131 


gi21552746 


Homo sapiens 


AF410457J putative 
polypeptide N- 

acetyl galactosaminyltransferase 


3157 


99 


1131 


gi21552969 


Mus musculus 


AF467979J Williams-Beuren 
syndrome critical region gene 
17 


3098 


97 


1132 


gi!3625176 


Homo sapiens 


AF251057.J thrombospondin 


575 


46 


1132 


gil 8490857 


Homo sapiens 


Thrombospondin 


575 


46 


1132 


gi31 127148 


Mus musculus 


2610028F08Rik protein 


860 


96 


1133 


gil 1907599 


Homo sapiens 


AF208291 1 protein kinase 
HIPK2 


857 


50 


1133 


gi5305331 


Mus musculus 


AF071070 1 protein kinase 
Myak-L 


856 


49 


1133 


gi5815145 


Mus musculus 


AF170304J nuclear body 
associated kinase 2b 


856 


49 
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gizzzo/yoj 


• — : ; 

Homo sapiens 


similar to K1AA1423 protein 


322 


100 


111/1 
1 1 j4 


gl /Z43ZZ / 


Homo sapiens 


VT A A 1 ylTl • 

KJAA1423 protein 


322 


100 


1134 


gi7300805 


Drosophila 
melanogaster 


CG13409-PA 


171 


51 


1 1 1^ 

1 13D 


mil OOIOQ 

gU3jzy33o 


Mus musculus 




1862 


48 


1135 


gil4571502 


Homo sapiens 


calcium-promoted Ras 
in activator 


4174 


99 


1135 


gi4 185294 


Homo sapiens 


rasGAP-activating-like protein 


1891 


48 


1137 


gll5128103 


Mus musculus 


AF397007_1 nephronectm 


2962 


87 


1137 


gil5128105 


Mus musculus 


AF397008_1 nephronectin 


2934 


85 


1137 


trio it ^ 

gl 15430246 


Mus musculus 


nephronectin short isoform 


2802 


83 


1138 


gil6041675 


Homo sapiens 


AAH15704 joined to JAZF1 


2622 


100 


1 1 oo 

1138 


gl 17862954 


Drosophila 
melanogaster 


SD04959p 


904 


42 


1 1 io 

1 13o 


gl30U4o920 


Mus musculus 


DllErtd530e protein 


1941 


96 


1 1 iy 


gllzo34y29 


Homo sapiens 
. 


A A T Tf\ 111 1 j . 

AAH01311 mesenchymal stem 
cell protein DSCD75 


719 


74 


1 1 1Q 


gll /j IzzM 


Homo sapiens 


AAH19104 mesenchymal stem 
cell protein DSCD75 


716 


74 


I 1 1Q 

I I 3y 


gl/03oZ4/ 


Homo sapiens 


AF242773_1 mesenchymal 
stem cell protein DSCD75 


719 


74 


1140 


gi32967231 


Homo sapiens 


TAFA3 


481 


100 


1 1 /in 
1140 


gl32yo7237 


Homo sapiens 


T* A IT A «> *\ 

TAFA3.2 


923 


100 


1140 


gi32967243 


Mus musculus 


TAFA3 


390 


82 


1141 


gi3296723l 


Homo sapiens 


TAFA3 


738 


100 


1141 


gi32967237 


Homo sapiens 


TAFA3.2 


481 


100 


1141 


gi32967243 


Mus musculus 


TAFA3 


634 


87 


1142 


gi 10443 967 


Homo sapiens 


AF268610_1 THEG protein 


1934 


88 


1142 


gi20306274 


Homo sapiens 


testicular haploid expressed 
gene 


1934 


88 


1142 


gi7416134 


Homo sapiens 


testis-specific gene 


1934 


88 


1143 


gi21928259 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


1143 


gi21928496 


Homo sapiens 


seven transmembrane helix 
receptor 


1023 


100 


1143 


gi2 1928655 


Homo sapiens 


seven transmembrane helix 
receptor 


916 


89 


1144 


gi 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1278 


79 


1144 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1456 


93 


1144 


gi32052225 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-4341246- 
4340281 


1278 


79 


i I*fO 


gu j / /yuyz 


Homo sapiens 


AAH14613 Similar to syntaxm 
18 


1295 


100 


1146 


gi30583139 


Homo sapiens 


syntaxin 18 


1295 


100 


1146 


gi30585223 


synthetic construct 


Homo sapiens syntaxin 18 


1295 


100 


1147 


gi!4573319 


Homo sapiens 


AF334755 1 interleukin-1 
HY2 


812 


99 


1147 


gil4573321 


Homo sapiens 


AF334756 1 interleukin-1 
HY2 


812 


99 


1147 


gil8025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


809 


99 


1148 


gil668744 


Homo sapiens 


HHa5 hair keratin type I 


1114 


72 
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intermediate filament 






1148 


gi3724107 


Homo sapiens 


tvne I hair kpratin S 


in** 




1148 


gi4103158 


Mus musculus 


hair kpratin arirftf* ^* Ua^ 

keratin 


MIA 




1149 


gi23271416 


Mus musculus 


LeDrel orotein 


I't 1 




1149 


gi30582917 


Homo sapiens 


1 


1 1Q 




1149 


gi6166378 


Mus musculus 


AF165163J growth 
suppressor 1L 


143 


30 


1150 


gi 16550754 


Homo sapiens 


unnamed protein product 


1337 


90 


1150 


gil699265 


Homo sapiens 


TTl C\ \ 1 D n 3nf /'•Ail PYnrpcrmti 

jiicuiguoiii s*gh cAprcsMon- 
enhanced ppnft/tnmnr 

VIUIUUVVU KwlIW iUUlvi 

progression-enhanced gene 


1QO 


57 


1150 


gi27529955 


Mus musculus 


mBBl 


100/1 


So 


1151 


gi!4595019 


Homo sapiens 


keratin 6 irs 


1990 


76 j 


1151 


gil8031724 


Mus musculus 


lepra tin nrnipin IT^iro 


1 QAQ 


75 


1151 


gi27901522 


Homo sapiens 


kpratin /» ircl 




94 


1152 


gil 1066090 


Homo sapiens 


AF195192 1 mnfriv 

metalloprotease MMP-27 




OA 


1152 


gil2006364 


Tuoaia belaneeri 


nrioio/j__i mamx 
metalloproteinase-27 


1859 


71 


1152 


gi3511149 


Gallus gallus 


uiauiA UlCuHIUDi ULClXIdSC 




50 


1153 


gil 1066090 


Homo sapiens 


AF195192_1 matrix 
metal lonrofpa<w» N/f \/fP_97 


2233 


84 


1153 


gil2006364 


Tupaia belangeri 


AF281673_1 matrix 
metalloproteinase-27 


1859 


71 


1153 


gi3511149 


Gallus pallus 


matrix metalloproteinase 


1213 


50 


1154 


gi24710913 


Homo sapiens 


suppressor of fused 


2599 


100 


1154 


gi5739507 


Homo sapiens 


AF175770_1 suppressor of 
fused 


2594 


99 


1154 


Hi6689894 




A I?l CO/t /l*7 1 o /■> 

A^i^y44 /_1 Suppressor of 
Fused 


2599 


100 


1155 


gi20387085 


OtiforfivnrHiic 
mvkiss 


i 

-l 


680 


31 


1155 


gj21667212 


Homo sapiens 


AF465766J 
udt-ienciaai/permeaDiiity- 
increasing proiem-ince L 


2600 


100 


1155 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 

inrrpacinty 

lill<l GOOUlg 

protein/lipopolysaccharide- 

ninHfrtO' nrnfpin 


702 


31 


1156 


gi 12082687 


Homo sapiens 


Srv-rplntpH \A\AC\ Kav nmioin 

oi yiciaicu mvivj-uoA protein 


zuoo 


100 


1156 


gi24047297 


Homo sapiens 


SRY-box 18 


2066 


100 


1156 


gi8894593 


Homo onnipnc 


jvjaio proiein 


2066 


100 


1157 


gil 9526647 


Homo ^aniens 


j\r*toz,3Ho^i oxiaorea-nitro 
domain-containing protein 


842 


92 


1157 


gi21758574 


Homo sapiens 


unnamed protein product 


922 


97 


1157 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


173 | 


32 


1158 


gil 9526647 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


842 


92 


1158 


gi21758574 


Homo sapiens 


unnamed protein product 


922 


97 


1158 


gi7303522 


Drosophila 
melanogaster 


CGI3178-PA 


173 


32 


1159 


gil79422l 


Mus musculus 


DNA ligase Ill-beta 


2977 


89 


1159 


gi 1794223 


Mus musculus 


DNA ligase Ill-alpha 


2977 


89 
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1159 


gi29165722 


Mus musculus 


ligase IE, DNA, ATP- 
dependent 


3010 


89 


1160 


gi 1052871 


Homo sapiens 


squamous cell carcinoma 
antigen 2 


0*7O 


AK 

45 


1160 


gil5667919 


Homo sapiens 


AF411191 1 SERPINB12 


2063 


95 


1160 


gi887465 


Homo sapiens 


leupin 


879 


A< 

45 


1163 


gi29611342 


Homo sapiens 


AF425650_1 MBD1- 
containing chromatin associated 
factor 


.352 


5 1 


1163 


gi7228149 


Mus musculus 


ATFa-associated factor 


357 


29 


1163 


gi7303705 


Drosophila 
melanogaster 


CG12340-PA 


187 


31 


1166 


gil4211398 


Homo sapiens 


AF3 80342 1 caspase-8L 


263 


t An 


1166 


gil9401527 


Homo sapiens 


procaspase-8 


223 


95 


1166 


gi20381326 


Homo sapiens 


Similar to caspase 8, apoptosis- 
related cysteine protease 


263 


100 


1167 


gil0440448 


Homo sapiens 


FLJ00060 protein 


1204 


98 


1167 


gi30466084 


Bostaurus 


killer cell lmmunoglobulin-hke 
receptor KIR3DS1 


800 


53 


1167 


gi30466086 


Bos taurus 


killer cell immunoglobulin-liKe 

____._j.__. t/"tt) o r\T i 

receptor KiKiULi 


HOI 

783 


53 


1168 


gi!799570 


Rattus norvegicus 


TIP120 


4573 


99 


1168 


gi29792160 


Homo sapiens 


TIP120 protein 


4586 


99 


1168 


gi7688703 


Homo sapiens 


AF1 57326 1 TIP 120 protein 


4573 


Art 

99 


1169 


gi!3016701 


Homo sapiens 


activating coreceptor NKp80 


1226 


100 


1169 


gi22449867 


Macaca fascicularis 


NKp80 NK receptor 


1122 


90 


1169 


gi71 88567 


Homo sapiens 


AF175206_1 lectin-Iike 
receptor Fl 


1226 


100 


1171 


gi21619190 


Homo sapiens 


-like lX-linked 


2785 


100 


1171 


gi3021409 


Homo sapiens 


like 1 protein 


3057 


100 


1171 


gi30353941 


Homo sapiens 


TBL1X protein 


3057 


100 


1172 


gi 1699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1172 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1172 


gi33355691 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1173 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


671 


65 


1173 


gi27529955 


Mus musculus 


mBBl 


646 


67 


1173 


gi3335569l 


Homo sapiens 


transmembrane channel-like 
protein 4 


642 


100 


1 174 


gl 16550 /54 


Homo sapiens 


unnamed protein product 


loo 1 


inn 


1174 


gil699265 


Homo sapiens 


malignant cell expression- 
enhanced gene/tumor 
progression-enhanced gene 


930 


81 


1174 


gi27529955 


Mus musculus 


mBBl 


1810 


95 


1175 


gil3182755 


Homo sapiens 


AF212237_1 HPHRP 


1210 


100 


1175 


gi 15929309 


Homo sapiens 


Phosphotri esterase related 


1210 


100 


1175 


gi29791939 


Homo sapiens 


phosphotriesterase related 


1210 


100 


1177 


gi 10047271 


Homo sapiens 


KIAA1598 protein 


789 


99 


1177 


gi22539701 


Mus musculus 


4930506M07Rik protein 


818 


96 


1177 


gi26349641 


Mus musculus 


unnamed protein product 


818 


96 
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1178 


gil4272704 


Homo sapiens 


unnamed protein product 


157 


96 


1178 


gil9575509 


Homo sapiens 


unnamed protein product 


1 a a 
154 


i t\i\ 
100 


1178 


gil9575655 


Homo sapiens 


unnamed protein product 


164 


100 


1182 


gil3377880 


Cricetulus 
longicaudatus 


AF336043_1 arginineN- 
methyltransferase p82 isoform 


3253 


85 


1182 


gi!3377882 


Cricetulus 
longicaudatus 


AF336044_1 arginine N- 
methyltransferase p77 isoform 


3253 


85 


1182 


gil3879453 


Mus musculus 


cDNA sequence BC006705 


3260 


85 


1183 


gil4424574 


Homo sapiens 


AAH09315 phosphatidylserine 
decarboxylase 


111 


100 


1183 


gil6306618 


Homo sapiens 


AAH01482 phosphatidylserine 
decarboxylase 


1218 


96 


1183 


gil91185 


Cricetulus griseus 


phosphatidylserine 
decarboxylase 


1128 


no 
00 


1184 


gil0086253 


Homo sapiens 


glucocorticoid-induced GILZ 




QH 


1184 


gi 11907580 


Mus musculus 


Ar2Ulzoy_l loL/ZZ-reiatea 
inducible leucine zipper 3c 


oyi 


o / 


1184 


gi5919161 


Homo sapiens 


AFi83393J TSC-22-Hke 
Protein 


460 


98 


1185 


gil3874437 


Homo sapiens 


cerebral protein- 1 1 


1457 


68 


1185 


gi20987344 


Mus musculus 


LOC2 12904 protein 


oUo4 


ey 


1185 


gi24980850 


Homo sapiens 




3283 


100 ! 


1186 


gi 14035978 


Homo sapiens 


unnamed protein product 


2577 


lOU 


1186 


gi 14272784 


Homo sapiens 


unnamed protein product 


2577 


100 


1186 


gil692335l 


Homo sapiens 


AF204270 1 RbBP-35 


1431 


99 


1187 


gi!8676660 


Homo sapiens 


FLJ00229 protein 


930 


97 


1187 


gil9343701 


Mus musculus 


RIKEN cDNA A630054L15 


913 


93 


1187 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


936 


97 


1188 


gil7865311 


Homo sapiens 


AF452102J dipeptidyl 
peptidase-like protein 9 


4646 


100 


1188 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4646 


100 


1188 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


4787 


99 


1189 


gil786531l 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


4384 


95 


1189 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


A1 OA 

4384 


AC 

95 


1189 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 




yj 


1190 


gi 178653 11 


Homo sapiens 


AF452102_1 dipeptidyl 
peptidase-like protein 9 


AC CI 


y© 


1190 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


4551 


98 1 


1 1 OA 

i iyu 


gizyzyjuo / 


nomo sapiens 


Uipcpuuyi pepuuetdv 7 


4692 


98 


1191 


gi 13097642 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gil3279149 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1191 


gil3436422 


Homo sapiens 


Ribosomal protein S25 


554 


99 


1192 


gil6549206 


Homo sapiens 


unnamed protein product 


680 


100 


1193 


gi21756739 


Homo sapiens 


unnamed protein product 


4771 


97 


1193 


gi6453538 


Homo sapiens 


hypothetical protein 


4159 


99 


1193 


gi6634025 


Homo sapiens 


KIAA0379 protein 


3467 


67 


1194 


gi!2652695 


Homo sapiens 


AAH00096 HtrA-Iike serine 
protease 


2116 


93 


1194 


gi5870865 


Homo sapiens 


serine protease 


2116 


93 
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1194 


gi7672669 


Homo sapiens 


AF 14 1305 1 serine protease 
Htra2 


2116 


93 


1195 


gil387985 


Homo sapiens 


A3 adenosine receptor 


904 


100 


1195 


gi20988265 


Homo sapiens 


adenosine A3 receptor 


904 


100 


1195 


gi22658481 


Homo sapiens 


adenosine receptor A3 


904 


100 


1196 


gi24078514 


Mus musculus 


AF454954 1 crossveinless-2 


988 


91 


1196 


gi328 16043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


988 


91 


1196 


gi32892146 


Homo sapiens 


crossveinless-2 


1085 


100 


1197 


gil8479346 


Mus musculus 


olfectory receptor MOR101-1 


1334 


82 


1197 


gi 18480772 


Mus musculus 


olfactory receptor MOR101-2 


1415 


84 


1197 


gi32054443 


Mus musculus 


olfactory receptor 
GA X6K02T2PBJ9-2443810- 
2444775 


1415 


84 


1198 


gil6502169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


751 


93 


1198 


gi29137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


751 


93 


1198 


gi498768 


Serratia marcescens 


Deoxyadenosyl- 
methyltransferase 


330 


51 


1199 


gil213589 


Xenopus laevis 


Prostaglandin D Synthase 


290 


33 


1199 


gi 16974751 


Gallus gallus 


CALI1 


335 


37 


1199 


gi66612l 


Xenopus laevis 


cpl-1 


291 


33 


1200 


gi20987993 


Mus musculus 


MGC4 1336 protein 


1212 


90 


1200 


gi22296200 


Thermosynechococc 
us elongatus BP-1 


asparaginyl -tRN A synthetase 


1046 


46 


1200 


gi32448516 


Pirellula sp. 


asparaginyl-tRNA synthetase 


1034 


47 


1201 


gi20067381 


Homo sapiens 


ALMS1 protein 


242 


41 


1201 


gi21552774 


Mus musculus 


AF425257_1 Almstrom 
syndrome 1 protein 


217 


38 


1201 


gi32693320 


Homo sapiens 


ALMS 1 protein 


242 


41 


1202 


gil2655061 


Homo sapiens 


AAH01380 


495 


92 


1202 


gi23574788 


Macaca fascicularis 


succinate dehydrogenase 
flavoprotein subunit 


502 


93 


1202 


gi5759173 


Homo sapiens 


succinate dehydrogenase 
flavoprotein subunit 


495 


92 


1203 


gi2 1928 186 


Mus musculus 


GPI-gamma 4; GPIgamma4 


1466 


61 


1203 


gi21928188 


Mus musculus 


GPI-gamma 4; GPlgamma4 


1466 


61 


1203 


gi30931171 


Mus musculus 


GPIgamma4 protein 


1466 


61 


1204 


gil5082311 


Homo sapiens 


AAH12061 -binding protein 3 


1534 


92 


1204 


gi9957161 


Mus musculus 


AF176327_1 alphaCP-3 


1708 


99 


1204 


gi9957165 


Homo sapiens 


AF176329_1 alphaCP-3 


1722 


100 


1205 


gil4574118 


Caenorhabditis 
elegans 


Dumpy : shorter than wild-type 
protein 19 


233 


31 


1205 


gi 16553246 


Homo sapiens 


unnamed protein product 


881 


99 


1205 


gi21739662 


Homo sapiens 


hypothetical protein 


830 


95 


1206 


gil2653341 


Homo sapiens 


AAH00439 beta 


1742 


94 


1206 


gi 12804943 


Homo sapiens 


AAH01924 beta 


1742 


94 


1206 


gi31071 


Homo sapiens 


E-l beta subunit of the 
pyruvate dehydrogenase 
complex 


1742 


94 


1207 


gi!64851 


Oryctolagus 


calsequestrin precursor 


1908 


94 
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. — . — - 

cumculus 








120/ 


glZoloozl 


Mus musculus 


SKeieiai muscie caisequcsimi 


iyjo 


y*r 


1207 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2029 


100 


1209 


gL 10432376 


Homo sapiens 






00 

yy 


1209 


gil 1034760 


Homo sapiens 


NIB AN 


3692 


99 


1209 


gi 12620 192 


Homo sapiens 


AF288391 1 Clort24 


All's. 

4/ /D 


oo 


1210 


gi2982508 


Homo sapiens 


T>PD L.i- A L A ; M 

l CK beta cnain 


i oon 


Q'X 
yj 


1210 


gi3002925 


Homo sapiens 


T cell receptor beta chain 


1 Oil 


yl 


1210 


gL3089433 


Homo sapiens 


T cell receptor beta chain 


1 HOC 

lUZo 


fj 


1211 


gil2006041 


Homo sapiens 


AF267857 1 AD038 


Vol 


AO 

9o 


1211 


gil4189960 


Homo sapiens 


AF305818 1 PRO0764 


141 


53 


1211 


gi33338042 


Homo sapiens 


AF173896 l MSTP121 


1 A1 

143 


AC 

46 


1213 


gil7939498 


Homo sapiens 


AAH19299 protocadherin 
gamma subfamily C, 3 


4777 


99 


1213 


gi20072790 


Homo sapiens 


protocadherin gamma 
subfamily C, 3 


4777 


an 
99 


1213 


gi2995719 


Homo sapiens 


protocadherin 43 


4/yz 


1 flA 


1214 


gi 12803363 


Homo sapiens 


CALR protein 


1 H AH 
1 /4/ 


no 
yy 


1214 


gil8088117 


Homo sapiens 


AAH20493 calreticunn 


1 H A1 
1/4/ 


yy \ 


1214 


gi30583735 


Homo sapiens 


calreticulin 


174/ 


c\n ! 
yy 


1215 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


254 


TO 

JO 


1215 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


299 


43 ' 


1215 


gi3228237 


Homo sapiens 


ultra high sulfer keratin 


248 


36 


1218 


gi 17223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


1218 


gil7223711 


Mus musculus 


selenoprotein SelM 


188 


78 


1218 


gi26351995 


Mus musculus 


unnamed protein product 


162 


76 


1221 


gil001963 


Homo sapiens 


osteopontin 


1400 


90 


1221 


gil89151 


Homo sapiens 


nephropontin precursor 


1400 


90 


1221 


gi992950 


Homo sapiens 


OPN-c 


1426 


98 


1222 


gil4326586 


Homo sapiens 


AF386078_1 serine-cysteine 
proteinase inhibitor clade C 
member 1 


2252 


95 


1222 


gil79130 


Homo sapiens 


antithrombin III 


2252 


95 


1222 


gi583741 


synthetic construct 


Antithrombin III 


2252 


95 ; 


1223 


gil8088363 


Homo sapiens 


AAH20669 advanced 
glycosylation end product- 
specific receptor 


2004 


99 


1223 


gil841550 


Homo sapiens 


AAB47491 receptor for 
advanced glycosylation end 
products 


2004 


99 


1223 


gi561659 


Homo sapiens 


receptor of advanced 
glycosylation end products of 
proteins 


2004 


99 


1224 


gil3359193 


Homo sapiens 


KIAA1660 protein 


598 


100 


1225 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8061 


99 


1225 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8048 


99 


1225 


gi790988 


Cricetulus 
longicaudatus 




7886 


97 


1226 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


3039 


87 


1226 


gi208 10561 


Mus musculus 


? member 1 


3031 


87 


1226 


gi563829 


Mus musculus 


fatty acid transport protein 


3031 


87 


1227 


gil5080010 


Homo sapiens 


AAH11789 Similar to COP9 


503 


44 
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complex subunit 7a 






1227 


gil5215085 




Mus musculus 


Cops7b protein 


ooD 


71 
/I 


1227 


gi3309l76 


Mus musculus 


COP9 complex subunit /d 


ooo 


/ 1 


1228 


gi 180251 


Homo sapiens 


precerebellin 




DO 


1228 


gi6942096 


Mus musculus 


CBLN3 


938 


93 


1228 


gi6942098 


Mus musculus 


AF2 18380 1 CBLN3 






1229 


gil5620819 


Homo sapiens 


KIAA1 880 protein 


2851 


99 


1229 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


1382 


50 


1229 


gi7291183 


Drosophila 
melanogaster 


CG1826-PA 


1382 


50 


1230 


gi21 756739 


Homo sapiens 


unnamed protein product 


2878 


58 


1230 


gi26354957 


Mus musculus 


unnamed protein product 


5453 


95 


1230 


gi6634025 


Homo sapiens 


KIAA0379 protein 


3166 


57 


1231 


gi20387085 


Oncorhynchus 
mykiss 


-1 


662 


31 


1231 


gi21667212 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


2384 


98 


1231 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


680 


31 


1232 


gi20387085 


Oncorhynchus 
mykiss 


-1 


654 


31 


1232 


gi21 667212 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


2389 


99 


1232 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/Iipopolysaccharide- 
binding protein 


672 


30 


1233 


gi20387085 


Oncorhynchus 
mykiss 


-1 


688 


31 


1233 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- 
increasing protein-like 2 


2595 


99 


1233 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


710 


31 


1234 


gil8257341 


Mus musculus 


Expressed sequence 
AW060207 


2106 


69 


1234 


gi2191168 


Arabidopsis thaliana 


contains similarity to myosin 
heavy chain 


207 


26 


1234 


gi2879804 


Schizosaccharomyce 
s pombe 


SPAC23A1.16C 


163 


28 


1235 


gil 1493528 


Homo sapiens 


AF130117 71 PR01953 


671 


100 


1236 


gi21754036 


Homo sapiens 


unnamed protein product 


998 


99 


1236 


gi30411057 


Mus musculus 


RIKEN cDNA B230219D22 


954 


93 


1236 


gi31565787 


Homo sapiens 


FLJ37562 protein 


1002 


100 


1237 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


3516 


99 


1237 


gi3068592 


Mus musculus 


punc 


2976 


86 


1237 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 


1569 


98 



WO 2004/080148 



PCT/US2003/030720 



237 
TABLE 2 B 



SEQJD 


Hit_ID 


Species 


Description 


S_score 


Percentage^ 
Identity 








molecule 






1238 


gil2667401 


Homo sapiens 


AF326731 1 NUF2R 


2347 


99 


1238 


gi 143 17902 


Homo sapiens 


kinetochore protein Nuf2 


2347 


99 


1238 


gi 18043223 


Mus musculus 


NUF2R protein 


1754 


73 


1239 


gi 10435493 


Homo sapiens 


unnamed protein product 


2702 


99 


1239 


gi7022901 


Homo sapiens 


unnamed protein product 


3682 


99 


1239 


gi7688176 


Homo sapiens 


hypothetical protein 


3688 


99 


1240 


gi21634823 


Homo sapiens 


AF389428_1 semaphorin6D 
isoform 3 


5142 


91 


1240 


gi2 1634825 


Homo sapiens 


AF389429_1 semaphorin 6D 
isoform 4 


5667 


98 


1240 


gi21634827 


Homo sapiens 


AF389430_1 semaphorm 6D 
isoform 1 


3112 


63 


1241 


gi 14036200 


Homo sapiens 


unnamed protein product 


245 


97 


1243 


gi2l67H05 


Homo sapiens 


RAD52B 


1134 


100 


1243 


gi23468352 


Homo sapiens 


Similar to RAD52B 


963 


99 


1243 


gi3296762l 


Mus musculus 


2410008M22Rik protein 


828 


74 


1244 


gil5928404 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P1 


185 


36 


1244 


gil8490578 


Mus musculus 


A630041N19 protein 


449 


71 


1244 


gi20379926 


Mus musculus 


Fasting-inducible integral 
membrane protein TM6P1 


185 


36 


1245 


gil 8490578 


Mus musculus 


A630041N19 protein 


875 


70 


1245 


gi29792229 


Homo sapiens 


FLJ90024 protein 


297 


33 


1245 


gi60l338l 


Rattus norvegicus 


AF186469 1 TM6P1 


296 


33 


1246 


gi2862625l 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


1194 


100 


1246 


gi28626253 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 


1194 


100 


1246 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 


1194 


100 


1247 


gi 17386053 


Mus musculus 


AF444274_l Jedi protein 


2269 


50 


1247 


gi 18044366 


Homo sapiens 


AAH20198 Similar to 
MEGF10 protein 


3468 


99 


1247 


gi 18252658 


Mus musculus 


AF46 1 685_ 1 Jedi-736 protein 


2269 


50 


1248 


gi20987880 


Mus musculus 


E1301 0311 7Rik protein 


3580 


87 


1248 


gi28204917 


Mus musculus 


E130103I17Rik protein 


3801 


86 


1248 


gi45 88087 


Homo sapiens 


AF095771_1 PTH-responsive 
osteosarcoma Bl protein 


4080 


94 


1249 


gil3591434 


Homo sapiens 




1160 


100 


1249 


gil3591435 


Homo sapiens 




976 


99 


1249 


gil9913471 


Homo sapiens 




1265 


99 


1250 


gil6605581 


Homo sapiens 


H-revl07-like protein 5 


1451 


100 


1250 


gi2 1707989 


Homo sapiens 


Snmlarto H-revl07-hke 
protein 5 


1382 


96 


1250 


gi6048565 


Homo sapiens 


AF092922_1 retinoid inducible 
gene 1 


376 


54 


1251 


gi2 1263094 


Rattus norvegicus 


AF5 12430 1 tramdorin 1 


1665 


81 


1251 


gi27924388 


Mus musculus 


Tramdorin 1 


1668 


82 


1251 


gi31871293 


Homo sapiens 


proton/amino acid transporter 2 


2010 


99 


1252 


gil4571904 


Rattus norvegicus 


AF361239_1 lysosomal amino 
acid transporter 1 


1931 


78 


1252 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


2174 


90 



WO 2004/080148 



PCT/US2003/030720 



238 
TABLE 2 B 



SEQJD 


HitJD 


Species 


Description 


S_score 


Percentage^ 
Identity 


1252 


gi31871291 


Homo sapiens 


proton/amino acid transporter 1 


2195 


90 


1254 


gil563885 


Homo sapiens 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gi 1669500 


Mus musculus 


fibroblast growth factor 
homologous factor 1 


917 


90 


1254 


gi20988932 


Mus musculus 


Fgfl 2 protein 


916 


98 


1255 


gil9263005 


Ciona intestinalis 


leucine-rich repeat dynein light 
chain 


759 


75 


1255 


gi2760161 


Anthocidaris 
crassispina 


outer arm dynein light chain 2 


658 


67 


1255 


gi7303901 


Drosophila 
melanogaster 


CG8800-PA 


554 


58 


1256 


gil2666529 


Mus musculus 


bjb-carotene-G^lO- 
dioxygenase 


2356 


80 


1256 


gil2666531 


Homo sapiens 


putative b,b-carotene-9 , J 1 0- 
dioxygenase 


2982 


99 


1256 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


2918 


99 


1257 


gil2666529 


Mus musculus 


^b-carotene^lO- 
dioxygenase 


2305 


81 


1257 


gil266653l 


Homo sapiens 


putative b,b-carotene-9', 1 0- 
dioxygenase 


2850 


96 


1257 


gi 14582265 


Homo sapiens 


AF276432_1 putative carotene 
dioxygenase 


2786 


95 


1258 


gi 15559697 


Homo sapiens 


AAH 14205 Similar to neural 
cell adhesion molecule 1 


157 


28 


1258 


gi28703938 


Homo sapiens 


Similar to neural cell adhesion 
molecule 1 


157 


28 


1258 


gi61 


Bos taurus 


calraodulin-independent 
adenylate cyclase 


158 


28 


1260 


gi 1079734 


Mus musculus 


citron 


1291 


94 


1260 


gi2745840 


Rattus norvegicus 


postsynaptic density protein; 
citron 


1262 


93 


1260 


gi35 99509 


Mus musculus 


rho/rac-interacting citron 
kinase 


1286 


94 


1261 


gi28277755 


Danio rerio 


proteinase inhibitor, clade E, 
member 2 


479 


30 


1261 


gi28435507 


Sus scrofa 


nexin-1 


467 


30 


1261 


gi32485107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


2002 


92 


1262 


gil3383364 


Homo sapiens 


claudin-1 


223 


97 


1262 


gil5214678 


Homo sapiens 


AAH 12471 claudin 1 


223 


97 


1262 


gi7381083 


Homo sapiens 


AF134160 1 claudin-1 


223 


97 


1263 


gil3542685 


Mus musculus 


SARI a gene homolog 


441 


54 


1263 


gi2 1634445 


Homo sapiens 


AF274026_1 GTP-binding 
protein Sara 


446 


57 


1263 


gi33150636 


Homo sapiens 


AF087897J GTP binding 
protein 


446 


57 


1264 


gi22902436 


Mus musculus 


Sphingosine- 1 -phosphate 
phosphatase 1 


717 


38 


1264 


gi23345324 


Homo sapiens 


sphingosine 1 -phosphate 
phosphohydrolase 2 


2073 


100 


1264 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1624 


80 


1265 


gil4 


Bos taurus 


BoWCl.l 


1214 


39 
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1265 


j^I ITUUJUJ 


fine cprnfa 
Olio o^IvJla 


scavenger-receptor protein 


xOZ.1 


A*) 
4z 


1265 


{H27464R1R 


TV4no mucpiiliio 

IViUo lllUol/UiUd 


scavenger receptor cysteine- 

Hf*h tvrvp 1 nrnfpin fT'il^lp- 

111*11 IjrpG l piULCIll ^JL/lUJv 

alpha precursor 


1110 

Id jy 


AA 
44 


1266 


dl4 


Rn<! tnimi^ 

UUJ Irllll Uo 


Rown i 


1914 


10 

jy 


1266 


ei 1480365 


Sn<? Qprofa 


9Wd VCllgGI-I CLGpiUI pi UtGlll 




49 

*tZ | 


1266 


H27464818 


Mus muscnhis 

XT± LiO HlUdvUIUO 


CP.Jl\7f D (TPT 1*PPPTYfr<"\?* PVCfplTlP— 
auclVCllgCl ICUCpiUl vjrMCIIIC- 

rich type 1 protein CD 163c- 


1110 

tjJ7 


44 
44 


1268 


ei21619491 


Homo sanipns 


3111111 dl IU CApiC&oCU £>ClfllCIllsC 

AW049604 


l to 


inn 

1UU 


1268 


ei32967233 


Homo QurripriQ 


TAFA4 


77 R 


i an 
1 IMJ 


1268 


gi32967245 


Mus musculus 


TAFA4 


698 


93 


1270 


£i i oujj i oj 


Tianir\ rt*nr\ 
XJallUJ ICX1U 


APiinnni 1 t rMrvi^ T-*»ia*wi 
at jjuuui_i uiNV-^f j-reiacea 

pilHGlll 


iin/i 
J lUu 


71 


1270 


ei27436424 


Mil*; mtiQctiluc 


suiaLCU lilUol'lG L/1N VwArJ 


1017 


Od 


1270 


ei27436426 


T-fomo sanipn^ 


oLlialCU UlUollC UJINV-^tJ 




00 


1271 


ei2 1064657 


DroQonlrila 
xjx KJoKjyiiiia. 

melanogaster 


RH01470n 


1R9 

1 oZ 


10 


1271 


gi28375475 


Homo sapiens 


unnampd nrotpin nrnfiiift 




yy 


1271 


gi7304173 


DrosoDhila 
melanogaster 


CG1577-PA 


1R9 

1 OZ 


10 
jy 


1272 


gil6876958 


Homo saniens 


AAH16754 hvnothpfiral 

protein MGC12217 


410 


ion 

1UU 


1273 


gi 15 823642 


Homo saniens 




901R 


inn 


1273 


ei32485022 


TTomo sanipnQ 


SCI lllCy LlilCUIilllC pi ULClii AillabC 


901R 


inn 


1273 


ei32485027 


Homo Qaoipne 


oci hi c/ till cuui lie piuiGiii xUIiaaC 


9190 
z^zu 


inn' 

LV\J 


1274 


ei 12654893 


Hnmn cunipnc 
xivuiu ^cipiGiio 


A AH01901 


*fUU 


07 


1274 


gi2407911 


Homo sapiens 


C016 


714 


96 


1274 


ri6733554 


nui HpntifipH 

Ulli U WilllXlGU 


uiiiiaincu protciii pruuuct 


7in 


O/^ 
yO 


1275 


ffi!8147612 


X ILrlilU oapiGllo 


fiicuiuupro tease uisinicgnn 




yj 


1275 


zi2 1908028 


Homo car^iptic 

JL 1UII1W fMipiGllo 


/vrfoozo a uisiniegnn ana 
metalloprotease domain 33 




yD 


1275 


fH2 1908010 


Homo ccinipnc 
nuillU bapiCIlb 


d uisiiiicgnn ana 

HlGlallupiUlGaoC UUillaJil jj 


/Ml/1 


o^ 


1276 


gil6551401 


Homo sapiens J 


unnamed protein product 


2735 


100 


1276 




rviaUlUUpalo Ulaildlld 


puidiivc proiinc-ncn protein 


m 


44 


1276 


ei7269638 


.rvi auiuufJoIo Liid-lldlla 


puiaiive proimc-ricn protein 


m 


AA 
44 


1277 


eil5291913 


Drosonliilsi 

melanogaster 


i-iXJj UO^p 


9 Oil 


71 

zo 


1277 




Homo sapiens \ 




2783 


100 


1277 


gi26326895 


Mus musculus 


unnamed protein product 


1752 


69 


1 97R 

1Z / o 


m*140975 


r seuuopieuronecies 
americanus 


aminopeptidase N 


1 A AO 


37 


1278 


gi525287 


Sus scrofa 


aminopeptidase N. 


1014 


38 


1278 


gi544755 


Oryctolagus 
cuniculus 


aminopeptidase N; APN 


1021 


37 


1279 


gil3559063 


Homo sapiens 




747 


100 


1279 


gi24416538 


Mus musculus 


1 70000 lD09Rik protein 


708 


71 


1279 


gi9963863 


Homo sapiens 


AF226731 1 AD026 


738 


98 


1281 


gi208 10533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


414 


100 


1282 


gi20810533 


Homo sapiens 


hypothetical gene supported by 


795 


100 
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AK054745; AK054745; 
AK054745; AK054745 






1282 


gi26345254 


Mus musculus 


unnamed protein product 


367 


63 


1282 


gi33244011 


Mus musculus 




374 


64 


1283 


gi208 10533 


Homo sapiens 


hypothetical gene supported by 
AK054745; AK054745; 
AK054745; AK054745 


789 


99 


1283 


gi26345254 


Mus musculus 


unnamed protein product 


396 


64 


1283 


gi3324401 1 


Mus musculus 




403 


65 


1284 


gil8447388 


Drosophila 
melanogaster 


RE05944p 


700 


31 


1284 


gi21645210 


Drosophila 
melanogaster 


CG30394-PA 


700 


31 


1284 


gi2164521l 


Drosophila 
melanogaster 


CG30394-PB 


700 


31 


1285 


gil4035874 


Homo sapiens 


unnamed protein product 


910 


99 


1285 


gi 14035 876 


Homo sapiens 


unnamed protein product 


853 


99 


1285 


gi20070842 


Homo sapiens 


similar to hypothetical protein 
FU13448 


997 


99 


1286 


gi 19070822 


Mus musculus 


AF364868 1 Myb protein 
P42POP 


145 


23 


1286 


gi20977688 


Xenopus laevis 


tumorhead 


146 


33 


1286 


gi2788l626 


Homo sapiens 


LOC339344 protein 


150 


25 


1287 


gil0433236 


Homo sapiens 


unnamed protein product 


721 


99 


1288 


gil3278415 


Mus musculus 


cDNA sequence BC004018 


2402 


98 


1288 


gi26355239 


Mus musculus 


unnamed protein product 


2256 


97 


1288 


gi30354720 


Mus musculus 


AI427653 protein 


1357 


57 


1289 


gi 12698037 


Homo sapiens 


KIAA1746 protein 


5541 


100 


1289 


gi 16769274 


Drosophila 
melanogaster 


LD22423p 


210 


24 


1289 


gi7298509 


Drosophila 
melanogaster 


CG18398-PA 


214 


24 


1290 


gi2 1391484 


Homo sapiens 


Ieucine-rich repeat domain- 
containing protein 


397 


39 


1290 


gi21391486 


Mus musculus 


leucine-rich repeat domain- 
containing protein 


433 


40 


1290 


gi2 1623740 


Rattus norvegicus 


Leucine-rich repeat-containing 
protein 3 


428 


40 


1291 


gi20269073 


Homo sapiens 


putative lipid kinase 


2006 


76 


1291 


gi21 624340 


Homo sapiens 


ceramide kinase 


2006 


76 


1291 


gi2 1624342 


Mus musculus 


ceramide kinases 


1617 


64 


1292 


gi3 12590 


Mus musculus 


biliary glycoprotein 


193 


32 


1292 


gi3549152 


Homo sapiens 


R29124 1 


175 


31 


1292 


gi74 14626 


Rattus norvegicus 


carcinoembryonic antigen- 
related cell adhesion molecule, 
secreted isoform CEACAMla- 
4C1 


176 


31 


1293 


gi 1197500 


Homo sapiens 


T-cell surface antigen 


182 


22 


1293 


gi2 1707370 


Homo sapiens 


, sheep red blood cell receptor 


182 


22 


1293 


gi312590 


Mus musculus 


biliary glycoprotein 


193 


32 


1294 


gi 18676564 


Homo sapiens 


FU00179 protein 


993 


99 


1294 


gi21411450 


Mus musculus 


C230093N12Rik protein 


1159 


91 


1294 


gi28839684 


Homo sapiens 


Similar to expressed sequence 
AI426465 


1242 


99 
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*ri07Q0157fi 

giz/yz^o /o 


— 

Mus musculus 


— ■■— — — 

cerebellin 4 precursor 


Q7A 

y/u 


yo 


1295 


gi33416458 


Mus musculus 


Cerebellin 2 precursor protein 


725 


73 


1 OO^ 


gl/ /Uo4j<S 


Homo sapiens 




1 AO A 

1020 


1 AA 

100 


lzyo 


gl 1849091 2 


Homo sapiens 


neurotensin receptor 2 


1950 


93 


ioo< 
lzyo 


gixJ lJts/zo 


Homo sapiens 


Similar to neurotensin receptor 
2 


1 AO/1 

1984 


99 


izyo 


gi-syoiozo 


Homo sapiens 


neurotensin receptor 2 




A1 

yj 


1 007 

izy/ 


m 1 <;a77G£1 


Mus musculus 


ArJyoo//_l bullous 

pemphigoid antigen 1-e 


1 1 O AO 

11308 


84 


izy / 


rri 1*70^1 O 

gli /yjiy 


Homo sapiens 


bullous pemphigoid antigen 


1 nccn 


AO 

98 


1297 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1298 


gl 15077861 


Mus musculus 


A T"V> n 1 1_ fl 

AF396877_1 bullous 
pemphigoid antigen 1-e 


11308 


84 


1 ooc 


■ -i nr\c 1 0 

gii /yjiy 


— : 

Homo sapiens 


bullous pemphigoid antigen 


10559 


98 


1298 


gi403124 


Homo sapiens 


bullous pemphigoid antigen 


13047 


97 


1299 


gi27469519 


Homo sapiens 
_ 


Similar to KIAA0476 gene 
product 


1506 


100 


lOQQ 

izyy 


guozoozyo 


Homo sapiens 


hypothetical protein 


1506 


100 


1299 


gi33330327 


Homo sapiens 


c-MYC promoter-binding 
protein IRLB 


1501 


100 


i inn 

1300 


' 1 C AOAT7A 

gUjyly / /[) 


Mus musculus 


expressed sequence 
AW 049604 


666 


100 


i iaa 


rri 10 Q£701^ 


Homo sapiens 


1 ArA5 


ecu 

606 


100 


1 OA A 

I jUU 


m*10Q<70/IO 

guzyo/z4/ 


Mus musculus 


TABAf 

TAFA5 


666 


100 


11A1 


gl 10041 1D0 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


729 


95 


i mi 


gl loO/OOJZ 


. 

Homo sapiens 


rLJUUzzo protein 


I fy 


1 AA 
100 


1 JUl 


trim KClRIA 
gljj 1 jUo /4 


Homo sapiens 


Ar4^yyj4 1 unKnown 


TTA 

779 


100 


i mo 


gl 10U*ri IDO 


Macaca fascicularis 


X-ray radiation resistance 
associated 1 protein 


A 1 1 

411 


AO 

93 


no?, i 




T-fr\mr\ cnmpno 
IlUIllU b dpi Cllb 


17 T TAAOO^ rw/vroi*i 

rjjuuzzj protein 


AAA 
444 


OO 

y/ 


1302 


gi33150874 


Homo sapiens 


AF439934 1 unknown 


444 


97 


i juj 


trlO 1 fil 01 ^ 


nuiiiu sapiens 


somatostatin 


OO £. 
ZZO 


1 AA 
100 


1303 


gi338288 


Homo sapiens 


preprosomatostatin I 


226 


100 


1 1A1 


rrllAOOQQ 

gi34zzyy 


Macaca fascicularis 


preprosomatostatin 


226 


100 




rri007£1 110 


Homo sapiens 


unnamed protein product 


2052 


82 


1 IAA 


giZ4yoiuou 


Mus musculus 


IOI AAA C UA AT> M, 

1 6 10UU->rlUyKiK protem 


1 1 A'O 

1103 


55 


1 IAA 


mllA17A1 1 
glJjHl /Ul 1 


Mus musculus 




2037 


AO 

93 


nn«; 


rrl007£1 110 

glZZ /Ol JJZ 


Homo sapiens 


. 

unnamed protein product 


3143 


100 


1 jUj 


rrJO£ll 1 AlO 
glZ03.3lO.3z 


Mus musculus 


unnamed protein product 


2468 


81 


i ia^ 


mll/1 1 7A1 1 

gl3341 /Ol 1 


Mus musculus 




2453 


85 


i ia£ 


m'O 1 7/1 /1 70^ 

glzl /44 /z3 


Homo sapiens 


AF478693_1 glycosyl- 
pnospnatiayi-inositoi-MAM 


1541 


48 


1306 


gi25005320 


Sus scrofa 


pi vr ac vl nh Acnli ati r? vl in nci t nl 

anchor 1 protein 


1JJU 




1306 


gi33 149988 


Homo sapiens 


MAM domain containing 1 


3035 


100 


1307 


gi 16550524 


Homo sapiens 


unnamed protein product 


799 


100 


1308 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1731 


44 


1308 


gi22137453 


Mus musculus 


2410021P16Rik protein 


1734 


44 


1308 


gi28280023 


Mus musculus 


5730439E1 ORik protein 


3348 


80 


1309 


gi20379980 


Mus musculus 


2410021P16Rik protein 


1634 


42 


1309 


gi22137453 


Mus musculus 


2410021P16Rik protein 


1637 


43 


1309 


gi28280023 


Mus musculus 


5730439E10Rik protein 


3226 


78 


1310 


gi 19070124 


Mus musculus 


AF233346_1 zinc transporter- 


1087 


95 
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like 3 protein 






1310 


gi20563194 


Mus musculus 


AF395840 1 zinc transporter 6 


1075 


94 


131U 


gi33338012 


Homo sapiens 


AF173387 1 MSTP103 


942 


95 


1311 


gil2053097 


Homo sapiens 


hypothetical protein 


2127 


99 


I3ll 


gi23 170343 


Drosophila 
melanogaster 


CG31556-PA 


199 


29 


I3ll 


gi854065 


Human herpesvirus 6 


U88 


223 


32 


1312 


gi 18605 75 8 


Mus musculus 


9030409G1 lRik protein 


1343 


98 | 


13 12 


gi6526769 


Homo sapiens 


HRIHFB2003 


1055 


97 


1312 


'haai a net 

gi 7291408 


Drosophila 
melanogaster 


CG11206-PA 


822 


36 


1313 


gi 19263985 


Homo sapiens 


Hypothetical protein 
MGC26766 


1565 


99 


1313 


gi 19528309 


Drosophila 
melanogaster 


LD02310p 


573 


55 


1 i 1 i 


gi/iiy4y55 


Drosophila 
melanogaster 


CG4080-PA 


573 


55 


J3I4 


gll503U250 


Mus musculus 


Urebl-pending protein 


5270 


95 


1314 


gi22090626 


Homo sapiens 


HECT domam protein LASU1 


11690 


99 


1314 


nl/ZQAI 1 ft/1 

gioo41iy4 


Homo sapiens 


Ar 161390 1 HSPC272 


9665 


99 


1 1 1 < 
1315 


mill ©T7C1 

gl 13 182757 


Homo sapiens 


AF2 12238 1 HTPAP 


781 


89 


1 1 1 c 

1315 


gi2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1074 


91 


1 1 1 c 

1315 


• o o i o i aa*j 

gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


421 


37 


1 1 1 c 

1310 


gl 13 182757 


Homo sapiens 


AF2 12238 1 HTPAP 


915 


100 


1 1 1 a 
1310 


*1 j CA1CA 1 

gl2 1542541 


Homo sapiens 


Similar to HTPAP protein 


1204 


99 


1 1 1 c 

1310 


«00101 AAO 

gi28381093 


Drosophila 
melanogaster 


CG12746-PD 


539 


43 


1 1 1 *7 

131 / 


gl!44z4540 


Homo sapiens 


A A T TAAO AO 

AAH09293 


1146 


93 


11T7 
131 / 


gll534ZU5 1 


Homo sapiens 


A A YJ 1 1 1 A*7 

AAil 13297 


1 1 AC 

1146 


93 


1317 


gi30582231 


Homo sapiens 




1146 


93 


1 1 1 Q 

i3iy 


gll4/15055 


Homo sapiens 


MGC9564 protein 


487 


31 


1319 


gil6416764 


Homo sapiens 


AF315594_1 FKSG16 


2369 


99 j 


inn 
i3iy 


O ft /! 1 iTTTI 

gi29436772 


Danio rerio 


Similar to DNA segment, Chr 
1 1 , ERATO Doi 1 8, expressed 


514 


30 


1 ion 

1320 


'11 Aft CO 1 O 

gil3905212 


Mus musculus 


RIKEN cDNA 1200006F02 


257 


77 


i i^rk 
1320 


gil6416764 


Homo sapiens 


AF3 15594 1 FKSG16 


323 


98 


1320 


gi3 1873637 


Homo sapiens 


hypothetical protein 


323 


98 


1321 


gi32330803 


Mus musculus 


podocan protein 


2839 


91 


1321 


gi32330805 


Homo sapiens 


podocan protein 


3143 


99 


1321 


gi33636569 


Drosophila 
melanogaster 


RE27764p 


397 


27 


1322 


gi20258604 


Homo sapiens 


sialic acid binding Ig-Iike 
lectin 5 


1470 


84 


1322 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1470 


84 


1322 j 


gi9454520 


Homo sapiens 


AC0 18755 5 SIGLEC5 


1470 


84 


1323 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi20988662 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


1372 


87 


1323 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


1372 


87 


1324 


gil3183078 


Homo sapiens 


AF237652__1 a disintegrin-like 
and metalloprotease domain 


602 


74 
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with thrombospondin type I 
motifs-like 3 






1324 


gi!509992I 


Homo sapiens 


AF176313J ADAM-TS 
related protein 1 


874 


98 


1324 


gi20987759 


Homo sapiens 


Similar to ADAMTS-like 1 


886 


99 


1325 


gil78836 


Homo sapiens 


apolipoprotein (MI 


424 


89 


1325 


gi30582255 


Homo sapiens 


apolipoprotein OH 


418 


88 


1325 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1326 


gi 178836 


Homo sapiens 


apolipoprotein C-II 


424 


89 


1326 


gi30584853 


synthetic construct 


Homo sapiens apolipoprotein 
C-II 


422 


88 


1326 


gi757915 


Homo sapiens 


apoCII protein 


424 


89 


1327 


gil5779162 


Homo sapiens 


AAH14644 


477 


100 


1327 


gi21619424 


Homo sapiens 


Similar to LOC150580 


477 


100 


1328 


gil4715231 


Homo sapiens 


DMBTl/8kb.2 protein 


1486 


40 


1328 


gi4105084 


Oryctolagus 
cuni cuius 


hensin 


1428 


39 


1328 


gi6624922 


Homo sapiens 


DMBTl/8kb.l protein 


1494 


41 


1329 


gil6033591 


Homo sapiens 


AF416902J SH2 domain- 
containing phosphatase anchor 
protein 2b 


991 


99 


1329 


gil6033597 


Homo sapiens 


AF416904J SH2 domain- 
containing phosphatase anchor 
protein 2d 


1003 


99 


1329 


gi20810036 


Homo sapiens 


Fc receptor-like protein 3 


985 


99 


1330 


gi28974490 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1183 


100 


1330 


gi30102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
protein 


1147 


95 


1330 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion partner 


1143 


94 


1331 


gil2060826 


Homo sapiens 


AF308287_1 serologically 
defined breast cancer antigen 
NY-BR-20 


607 


77 


1331 


gil7426418 


Mus musculus 


calmodulin-related protein 


788 


100 1 


1331 


gi!9484098 


Mus musculus 


calmodulin-like 4 


783 


99 


1332 


gil0726831 


Drosophila 
melanogaster 


CG9986-PA 


141 


25 


1332 


gil6741164 


Mus musculus 


DNA segment, Chr 6, Wayne 
State University 163, expressed 


938 


100 


1332 


gil7862436 


Drosophila 
melanogaster 


LD27564p 


141 


25 


1333 


gil 1693044 


Homo sapiens 


WNT6 precursor 


2000 


100 


1333 


gi 13279251 


Homo sapiens 


AAH04329 Similar to 
wingless-related MMTV 
integration site 6 


2000 


100 


1333 


gi30583751 


Homo sapiens 


wingless-type MMTV 
integration site family, member 
6 


2000 


100 


1334 


gil9744304 


Homo sapiens 


AF461760 1 zinc transporter 5 


463 


94 


1334 


gi20135611 


Homo sapiens 


zinc transporter ZnT-5 


463 


94 ! 


1334 


gi23270961 


Mus musculus 


Similar to zinc transporter 
2TL1 


405 


85 


1335 


gil8480366 


Mus musculus 


olfactory receptor MORI 45-1 


310 


74 


1335 


gi21928214 


Homo sapiens 


seven transmembrane helix 


301 


77 
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receptor 






1335 


gi32063318 


Mus musculus 


olfactory receptor 
GA_x6K02T2PVTD- 
14054886-14053957 


310 


74 


1336 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi20988856 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1336 


gi30582911 


Homo sapiens 


protein inhibitor of activated 
STAT3 


3277 


100 


1337 


gi27449075 


Oreochromis 
mossambicus 


stearoyl-CoA desaturase 


1176 


71 


1337 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1769 


99 


1337 


gi4469173 


Gallus gallus 


delta-9 desaturase 


1149 


71 


1338 


gil4030861 


Homo sapiens 


paraneoplastic neuronal 
antigen MAI 


1830 


99 


1338 


gi22726261 


Homo sapiens 


AF320308J paraneoplastic 
antigen; MAI 


1834 


100 


1338 


gi24658774 


Homo sapiens 


paraneoplastic antigen MAI 


1834 


100 


1339 


gi29468118 


Homo sapiens 


AF357888J PAP-2-like 
protein 2 


1695 


100 


1339 


gi31580553 


Homo sapiens 


plasticity related gene 2 


1695 


100 


1339 


gi32186953 


Homo sapiens 


lipid phosphate phosphatase- 
related protein type 3 


1695 


100 


1340 


gill 137605 


Homo sapiens 




1931 


100 


1340 


gi20809333 


Homo sapiens 


actin like protein 


1928 


99 


1340 


gi684936 


Homo sapiens 


peptide with resemblance to 
the actin family; the actual start 
of the coding region has not 
been determined 


1362 


88 


1341 


gilll77510 


Rattus norvegicus 


AF287300J tandem pore 
domain potassium channel 
THIK-2 


2215 


98 


1341 


gill 1775 14 


Homo sapiens 


AF287302_1 tandem pore 
domain potassium channel 
THIK-2 


2234 


100 


1341 


gi28839529 


Homo sapiens 


Potassium channel, subfamily 
K, member 12 


2234 


100 


1342 


gil4198194 


Mus musculus 


CDNA sequence BC008155 


606 


77 


1342 


gil4336716 


Homo sapiens 


AE006464 16 similar to 
FBan0003337 


1216 


100 


1342 


gi7300722 


Drosophila 
melanogaster 


CG3337-PA 


326 


40 


1343 


gill 862939 


Mus musculus 


DDM36 


1117 


43 


1343 


gi 11862941 


Mus musculus 


DDM36E 


1105 


43 


1343 


gi!9570398 


Homo sapiens 


hDDM36 


1120 


43 


1344 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


4898 


98 


1344 


gi25005318 


Sus scrofa 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


4355 


95 


1344 


gi25005320 


Sus scrofa 


glycosylphosphatidyl inositol 
anchor 1 protein 


4224 


94 


1345 


gil2276198 


Homo sapiens 


AF333487 1 FKSG40 


1020 


100 
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1345 


gil2408250 


Homo sapiens 


FKSG28 


1020 


100 


1345 


gi 18652934 


Xenopus laevis 


Mig30 


(LI A 

034 


AC\ 

49 


1346 


gi21410151 


Mus musculus 


LOC213895 protein 


lOJ/ 


73 


1346 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


A 1 C\(\ 

419U 


f\C\ 


1346 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


1345 


43 


1347 


gi 12842044 


Mus musculus 


unnamed protein product 


CCA 

554 


71 


1347 


gil8921437 


Mus musculus 


2010004A03Rik protein 


850 


70 


1347 


gi20987450 


Homo sapiens 


LOC146433 


1160 


95 


1348 


gil016012 


Rattus norvegicus 


neural cell adhesion protein 
BIG-2 precursor 


5147 


92 


1348 


gi26891535 


Homo sapiens 


contactin 4 


5366 


98 


1348 


gi29837411 


Homo sapiens 


BIG-2 


5366 


98 


1349 


gi30 102449 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1161 


97 


1349 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 
like protein 4 


952 


80 


1349 


gi3 0908 800 


Rattus norvegicus 


lipoma HMGIC fusion partner- 
like protein 4 


951 


OA 

80 


1350 


gil3097705 


Homo sapiens 


AAH03559, member 3 


2028 


95 


1350 


gi!340142 


Homo sapiens 


alpha 1 -antich ymotrypsin 


2024 


95 


1350 


gi2 1961493 


Homo sapiens 


, member 3 


2025 


95 


1351 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


166 


30 


1351 


gi21618556 


Homo sapiens 




3529 


91 


1351 


gB3304372 


Homo sapiens 


tastin 


3524 


91 


1352 


gil2053849 


Homo sapiens 


DREV protein 


1689 


100 


1352 


gil2053851 


Homo sapiens 


DREV1 protein 


1673 


99 


1352 


gil2053853 


Homo sapiens 


DREV protein 


1689 


100 


1353 


gil4627081 


Homo sapiens 


AF367017_1 caspase-1 
dominant-negative inhibitor 
Pseudo-ICE 


492 


100 


1353 


gi2 1707335 


Homo sapiens 


Similar to CARD only protein 


462 


100 


1353 


gi33793 


Homo sapiens 


interleukin-lB converting 
enzyme 


445 


92 


1355 


gi22760096 


Homo sapiens 


unnamed protein product 


1051 


93 


1355 


gi27883913 


Homo sapiens 


POTE 


497 


48 


1355 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 
DKFZp434A171 


860 


99 


1356 


gill 125348 


Homo sapiens 


putative protein kinase 


11920 


99 


1356 


gi6933864 


Homo sapiens 


kinase deficient protein KDP 


3408 


100 


1356 


gi8272557 


Rattus norvegicus 


AF227741_1 protein kinase 
WNK1 


5436 


73 


1357 


gill 125348 


Homo sapiens 


putative protein kinase 


9671 


99 


1357 


gi20987908 


Mus musculus 


LOC269796 protein 


1553 


82 


1357 


gi8272557 


Rattus norvegicus 


AF227741_1 protein kinase 
WNK1 


5436 


73 


1358 


gil0946203 


Homo sapiens j 


AF272363_1 neuromedin U 
receptor 2 


785 


100 


1358 


gil6877377 


Homo sapiens 


AAH16938 neuromedin U 
receptor 2 


785 


100 


1358 


gi9944990 


Homo sapiens 


AF292402_1 neuromedin U 
receptor-type 2 


785 


100 
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1359 


gil5020809 


Takifugu rubripes 


putative methionyl tRNA 
synthetase 


1823 


64 


1359 


■inn/1 P 

gi 1786 1592 


Drosophila 
melanogaster 


GH13807p 


1212 


45 


1359 


gi 23171238 


Drosophila 
melanogaster 


CG31322-PA 


1212 


45 


1360 


gil5341975 


Homo sapiens 


AAH13184 Similar to major 
histocompatibility complex, 
class 11, Ur oeta l 


437 


72 


1360 


gil7389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 
class 11, Dr beta 1 


819 


100 


1 K(\ 
130U 


glio84/y 


— — ; 

Homo sapiens 


TTT A TYO'DI 


43 / 


12. 


1301 


giiy/uiuij 


Homo sapiens 


unnamed protein product 


1 1 A'X 

1 143 


OA 

yy 


1301 


gl334Z/3 / 


Homo sapiens 


KZooov z, partial tlJo 


1UZ4 


1 AA 
10U 




gl34/o04U 


Homo sapiens 


KzoooU_z, partial CDo 


1 ZA 

1D4 


1 AA 


130Z 


giiD/ /yuo3 


Homo sapiens 


A A U1 AC(\Q 

AArll4o0y 


I 1 70 

II /Z 


QO 

yy 


1 1C1 

130Z 


^Ill/inn 

gl334Z / J / 


Homo sapiens 


T)1CCCf\ 1 n .o,' n 1 /~i"p\C 

KzoooUZ, partial LJJo 


i nm 
1UUZ 


yo 


1 1 CO 

13oZ 


gl34/o040 


Homo sapiens 


KzoooUZ, partial CDo 


134 


1 AA 
1UU 


1363 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobul in-like lectin-like 
long splice variant 


2879 


99 


1 303 


gl 140ZD8ZZ 


Homo sapiens 


AT?1Q11^£ 1 Girria* T 1 

ArZoZZDO 1 olglec-JLl 


z<$ /y 


yy 


1303 


giZ3Z/z/oy 


Homo sapiens 


CTr»T xir* 1:1,- i 

MOLcC-Iiiee 1 


zo/y 


AA 

yy 


1 1CA 

1304 


gllO l3ZloO 


Homo sapiens 


unnamed protein product 


1 CAA 

1044 


1 AA 
10U 


1 304 


•if 1 1000 

gilM3Zjzy 


Homo sapiens 


unnamed protein product 


1 CA A 

1044 


1 AA 
1U0 


1304 


glZ143y3UZ 


Homo sapiens 


unnamed protein product 


1 CAA 

1044 


1 AA 
1UU 


1365 


gi 19353230 


Homo sapiens 


interleukin 1, delta 


823 


100 


1365 


gi6 165336 


Homo sapiens 


interleukin- 1 -like protein 1 


823 


100 


1365 


gi9651789 


Homo sapiens 


AF230377J interleukin-1 
delta 


823 


100 


1366 


gi 177870 


Homo sapiens 


alpha-2-macroglobulin 
precursor 


2765 


40 


1 ICC 

13oo 


glZj3U3y40 


Homo sapiens 


alpha-2-macroglobuIin 


Z/03 


A A 

4U 


1 1CC 

13oo 


gij /ioy4 


Homo sapiens 


alpna z-macrogJODulin oyu- /4U 


Z/OU 


A A 

4U 


130/ 


#^1CAAA1£/* 

gLi->yyujo4 


Homo sapiens 


Ar3 1 yoZZ_ 1 r-glycoprotcm 


r r r 

3j3 


AO 


1 icn 

1367 


gi27o5o/57 


Takifugu rubripes 


Mar3 


Oil i 

31 1 


52 


i icn 

130/ 


«/fC7yl11/l 

gl4D /4Zz4 


Fundulus heteroclitus 


a caaahi i _...i4-r J_ . ~ 

Ar099732_l multidrug 
resistance transporter homolog 


00*7 

287 


AC% 

49 


130o 


gllzoUDzZl 


— - 

Mas musculus 


Lymphocyte antigen 6 
complex, locus A 


/13 


i AA 


1 3O0 


giiyoyz** 


Mus musculus 


L,y-OA.Z 


/ 13 


1 AA 
1UU 


IjDo 


/•JIAI 111 


Mus musculus 


T-cell activation protein | 


/13 


1 AA 

1UU 


1967 


ml 3543526 


± i\Jiii\j oaijit'iio 


AAH0S921 


616 


96 


1967 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1967 


gi30582691 


Homo sapiens 




616 


96 


1968 


gi 13543526 


Homo sapiens 


AAH05921 


616 


96 


1968 


gi 18088830 


Homo sapiens 


AAH20756 


616 


96 


1968 


gi30582691 


Homo sapiens 




616 


96 


1969 


gi 13543526 


Homo sapiens 


AAH05921 


616 


96 


1969 


gil8088830 


Homo sapiens 


AAH20756 


616 


96 


1969 


gi30582691 


Homo sapiens 




616 


96 


1970 


gil3543526 


Homo sapiens 


AAH05921 


616 


96 


1970 


gi!8088830 


Homo sapiens 


AAH20756 


616 


96 
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1970 


gi30582691 


Homo sapiens 




oio 


yo 


1971 


gil2653501 


Homo saniens 


SERPTNF1 nrofpin 


T11Q 
Zi 17 


oo 
yy 


1971 


gil5217079 


Homo sapiens 


AF400442 1 nioment 
prvifhpliiim-HprivpH fnrtnr 


9195 
Z lZj 


oo 
yy 


1971 


gi30583283 


Homo sapiens 


mpmhpr 1 


9110 
zi iy 




1972 


gi20269957 


Sus scrofa 


AF498759 1 nhosnholroase P 

/vn^o/j/ X LPllUOLflJAJll L/uow V/ 

delta 4 


1 oo 


yo 


1972 


gi21307610 


Mus musculus 


nlio^nfinlinaQP P Hpltn 4 


1 <\R 


OA 

yu 


1972 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


151 


84 


1973 


gi 17864023 


Homo saniens 


AF4S0OOA 1 KTPRI^T 




yH 


1973 


gi22760385 


Homo saniens 


i inn o iyipH r>r<"\tAi n r%iwtii/*t 
UlillalllCU piULCUl prUUui/L 


**ooa 
jzyu 


OA 

y4 


1973 


gi2276l016 


Homo sarrieirs 




jzyy 


Oil 

y4 


1975 


gil9684107 


Homo ^aniftiQ 




1ZU 


oo 

yz 


1975 


ei32966069 


Homo Qflrri#*ti« 




izU 


oo 

yz 


1975 


gi4691263 


Hoirin ^anif*riQ 




1 OA 
1ZU 


oo 

yz 


1976 


gil 1493483 


Homo sanien*? 


AFnmi7 4R PROO^ft 


DO** 


/i 


1976 


gi2580578 


H rvm o .onm pti q 


iihintiifraiQ TPR mnti-f V 

UUllJUiLUUb IT XV. IIlULll, I 

isoform 


j^y 


o^ 
/J 


1976 


gi8572229 


Homo <;arMpn<i 


uuiquuuub i r Jv-moui protein 

X loUlVJl ill 


ooy 


T« 
/J 


1977 


gil 8848355 


Mus musculus 


Coq6 protein 


2085 


87 


1977 


ci30047245 


ft^llQ mtlQPlllllQ 


v^oqo protein 


OAQO 

zuyu 


or 
OJ 


1977 


gi4680659 


Homo sapiens 


AF132944 1 CGI-10 protein 


2378 


98 


1978 




nuiiiu aupiciio 


A A MAI OCA 


331 


78 


1978 


gil710216 


Homo sapiens 


unknown 


311 


73 


1978 


*n 1 R 700996 


nomo sapiens 


unnamed protein product 


252 


65 


1979 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


143 


48 


1070 

17/7 


tri1AA9^07 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


161 


63 


1979 


gi32486167 


Homo sapiens 


AD7C-NTP 


161 


63 


170U 


gLZl/olVJOy 


Homo sapiens 


similar to arsenite inducible 
RNA associated protein 


833 


99 


1980 


gi22945274 


Drosophila 
melanogaster 


CG12795-PA 


455 


54 


1980 


gi9651711 


Mus musculus 


AF224494J arsenite inducible 
RNA associated protein 


687 


80 


10R1 
vyo i 


gllJZ*HODZ 


Rattus norvegicus 


AF309558_1 supernatant 
protein factor 


162 


87 


1981 


gil3543184 


Mus musculus 


SEC14-Iike2 


162 


87 


1 Qfil 


glO0z4I JU 


Rattus norvegicus 


AC004832_1 similar to 45 kDa 
secretory protein 


169 


96 


170Z 


mil A/COCrt 

gil IUoozjU 


Homo sapiens 


AF1 97937_1 presenilins 
associated rhomboid-like 

Tvrntpin 

jLFl U LCI 11 


1392 


100 


1982 


gil3177766 


Homo sapiens 


AAH03653 Similar to 
presenilins associated 
rhomboid-like protein 


1068 


80 


1982 


gi 15559382 


Homo sapiens 


AAHI4058 presenilins 
associated rhomboid-like 
protein 


1389 


99 


1983 


gil864091 


Rattus norvegicus 


PSD-95/SAP90-associated 
protein-3 


160 


100 


1984 


gil 1877274 


Homo sapiens 




2265 


100 


1984 


gi21667210. Homo sapiens 


AF465765 1 


2265 


100 
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litciiiiiy 








bactericidal/permeability- 






1984 


gi21706776 


Homo sapiens 


Bactericidal/permeability- 

misleading prOLClFrllK.C I 


2258 


99 




51JO /yj*t 1 


lienor nauuiu 0 




iZJ 




1986 




1-ffvmrk cam pnc 


nrofanif QTiirvii lrc»ncr\rn't'f*r 7 
UigtUIiU cUUUiJ U dllopui Id £> 


7^ 


mo 


kyO\J 


m 2 1707474 




TnpmKpr 7 
y iiicllhjci i 


7^1 


ion 


1986 


gi5001689 


Homo sapiens 


AF097518_1 liver-specific 

u alio jJUl LCI 


733 


100 


1987 


gil2804105 


Homo sapiens 


AAH02905 Similar to 
CG15084 gene product 


589 


79 






UVvmrt coni'pnc 

nomo aapicns 


ArZju3U0_l puiuuve oJt> I ID 

protein 


JO? 


TO 


1987 


gil8204670 


Mus musculus 


4930527D15Rik protein 


569 


75 




gl I 


Mus musculus 


chain 


J3j4 


0*7 
5/ 


1988 


gi537329 


Homo sapiens 


alpha-2 type IV collagen 


3752 


99 


1 OCfi 

iyoo 


go Dozy y 


Mus musculus 


aipna-z type IV collagen 


J3M 


o7 


1989 


gil7298315 


Homo sapiens 


candidate tumor suppressor 
protein 


1360 


98 


ly&y 


gl/oOl733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


i Aon 


gio92o243 


Mus musculus 


AF270884_1 low density 
lipoprotein receptor related 
protein LRP1B/LRP-D1T 


1181 


84 


1QQA 

iyyu 


gii /zyttJiD 


Homo sapiens 


candidate tumor suppressor 
protein 




98 


1990 


gi7861733 


Homo sapiens 


AF176832_1 low density 
lipoprotein receptor related 
protein-deleted in tumor 


1360 


98 


10QA 

iyyu 


gioyzoz4j 


Mus musculus 


ArZ / ua o4_ I low density 
lipoprotein receptor related 

nr/vf/sin T DDI D/T DD HIT 

protein L,ivr i d/ L>tKT-ui i 


1 1 01 
1 1 0 1 


OA 

o4 


1991 


gi 11493483 


Homo sapiens 


AF130117 48 PRO2550 


408 


78 


iyy i 


gllo/ZZUU 


Homo sapiens 


alternatively spliced product 
using exon 13A 


328 


75 


lOQI 

iyy i 


rri777A1 10 


Homo sapiens 


Arliyyi/ 13 rKUl /ZZ 


3zo 


72 


1992 


gil57409 


Drosophila 
melanogaster 


fat protein 


370 


37 


1992 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


iyyz 


gi/zyj/jz 


Drosophila 
melanogaster 




367 


38 


1993 


ml 57409 


JLs L \JC3\J^JLlllt3. 

melanogaster 




V70 


^7 


1993 


gi23093109 


Drosophila 
melanogaster 


CG7749-PA 


367 


41 


1993 


gi7295732 


Drosophila 
melanogaster 


CG3352-PA 


367 


38 


1994 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


1994 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


1994 


gi3513303 


Homo sapiens 


R26984 1 


476 


100 


1995 


gi32493172 


Homo sapiens 


pheromone receptor 


170 


96 
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1995 


gi32493174 


Homo sapiens 


pheromone receptor 


170 


96 


1995 


gi32493176 


Homo sapiens 


pheromone receptor 


178 


100 


1996 


gi23468368 


Mus musculus 


120001 3F24Rik protein 


799 


63 


1996 


ei27695305 


Mus musculus 


1200013F24Rik protein 


825 


76 


1996 


ri75 82294 


Homo saniens 


AF208853 1 BM-011 


781 


98 


1997 


gil620870 


Ciona intestinalis 


myoplasmin-Cl 


190 


29 


1997 




Mus musculus 


Golgi autoantigen, golgin 
subfamily a, 3 


124 


26 


1997 

lyy / 




Onlliis trallns 


Hyperion protein, 419 kD 
isofonn 


125 


26 


1998 


gil3872813 


Homo sapiens 


fibulin-6 


1099 


48 


i yyo 


<ri 14575679 
gilt j / ju / y 


Wmnri sjanipris 

JTHJillvJ oaJJIwlxo 


AF156100 1 hernicentin 


2159 


86 


1998 


gi3879658 


Caenorhabditis 

pi PO"£J TIG 




636 


32 


iyyy 


oil 4044059 




AAH07950 


1105 


51 




cn1719ft895 


\^iio miicp tiliic 

IViUo IlllioOUlUo 


hetpropennii^ nuclear 
ribonucleoprotein U 


1104 


51 


1999 


gi3822553 


Gallus gallus 


nuclear calmodulin-binding 
protein 


1554 


64 


2000 


gil7223626 


Homo sapiens 


ATP-binding cassette A10 


1683 


93 






JQUIHU bapiCIlij 


A TP-trm rlin q cassette <sub- 

family A member 10 


1675 


92 


9nnn 


glj£.OJ\)yOy 


i~\ rani one? 

nomo bdpidlo 


f\ 1 I "*UIIH-llll£ ^(uoCLlC oULT 

familv A mpmber 1 0 


1675 


92 




m 1^V74079 


Wrvnn cam pne 


TAFII140 nrotein 


3747 


99 


2001 


gil3374178 


Mus musculus 


TAFII140 protein 


3454 


85 


ZUUl 


glZOl /jOUj 


numu bapiciid 


TAF3 nrntpi-n 

lnTJ piLHCUI 


2775 


99 


2002 


gil7429038 


Ralstonia 

bUlallal/Cal UII1 


PROBABLE ACYL-COA 
DFHYDROfrFNASF 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2002 


gi22776354 


Oceanobacillus 
ihpvpnsiQ HTFJH1 


acyl-CoA dehydrogenase 


660 


63 


2002 


gi28280023 


Mus musculus 


5730439E10Rik protein 


974 


84 




cri9 1597776 


nUIIHJ bd.pi CI la 


nnnampH nrntpfn nrnrliift 

ULUlalllCU JJlUltltl JJUJUUvi 


2998 


98 




m94fi47994 


nuiuu &apicn2> 


Similar to PCFF-liVp-Hrvmnin 

multiple 6 


2982 


98 




oifi75965R 


rTUIIlU oapidlo 


factor repeat containing protein 


2984 


98 


ZUU4 




i^aenornaDQiiis 

£»1 pfroriC 

ClCgolla 




1R9 


51 




glOJ J lOO 1 


^oCllunial/UJ Uia 

ClCgOlld 


AF1 95610 1 LIN-41A 


389 


51 


2004 


gi6531663 


Caenorhabditis 
elegans 


AF195611_1 LIN-41B 


389 


51 


2005 


gil504026 


Homo sapiens 




5996 


99 


2005 


gi22725157 


Homo sapiens 


minor histocompatibility 
antigen HA-1 


5835 


99 


2005 


gi23272016 


Homo sapiens 


Similar to PTPLl-associated 
RhoGAP 1 


5675 


98 


2006 


gil3274120 


Homo sapiens 




995 


91 


2006 


#6102996 


Mus musculus 


Vanin-3 


884 


78 


2006 


gi7160973 ! 


Homo sapiens 


VNN3 protein 


995 


91 


2007 


gi27463365 


Homo sapiens 


a disintegrin-like and 
metalloprotease with 


345 


93 
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throrabospondin type 1 motifs 
9B 








glJO /uJO/ 


elegans 




148 


39 


ofW7 
JAjyJl 


cn787QRR9 
gL30 /700Z 


v^acnomdu mil d 
elegans 




148 


39 


zUUo 




riomo Sapiens 


AF9RQ991 1 alnha-adaDtin A 
rplntpH nrfyteiTi 


2085 


94 


2008 


gi 15963477 


Homo sapiens 


AF289221_2 alpha-adaptin A 

rplatpH rvrntpin 

IVJulvU L/I \J LV^I 1 I 


2118 


99 


2008 


gi43 14340 


AA 159-977 


Human alpha-adaptin A 

1JLMUUJ 


2085 


94 1 


900Q 


cri154RR017 




AF407274 1 EWI2 


3200 


100 


2009 


gi27497567 


Homo sapiens 


keratinocytes associated 
transmembrane nrotein 4 


3200 


100 


2009 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 

TTIPmhPT R 


3200 


100 


ZUlU 


oil 54RR017 


T-T rvmrk contpr c 

numv/ oopiciio 


AF407974 1 EWT2 


3200 


100 


2010 


gi27497567 


Homo sapiens 


keratinocytes associated 

tnirQmpmhronp nrotein 4 

UCUlOlllwIlIUl Ollw fJl \J twill i 


3200 


100 


2010 


gi31753233 


Homo sapiens 


Immunoglobulin superfamily, 


3200 


100 


zu 1 1 


gl 1 J*tOOUl / 


nomo sapiens 


AF407974 1 FWT9 


3200 


100 


ZU 1 1 


»i974Q7^A7 
glZ IHy fJOf 


jrionit) sapiens 


IrpratiTinpvfpc JiQcnpintp/i 
KClaUULf^y LCo adoUwlOlCU 

tranciTipmHrnTip ■nrntpin 4 


3200 


100 


?m 1 


1 / J J At J J 


Unmn Qanipni 


Fmmunofflobiilin sunerfaniilv 

11 lliil U-ll\JfoL\J LJU 111 J 1UL1111 Jry 

member 8 


3200 


100 


2012 


gil5488017 


Homo sapiens 


AF407274 1 EWI2 


3200 


100 


ZUli 


<ri974075fi7 




keratinocvtes associated 
transmembrane protein 4 


3200 


100 


2012 




Homo saniens 


Immunoglobulin superfamily, 
member 8 


3200 


100 


2013 


gi 1405723 


Homo sapiens 


type X collagen 


198 


30 


ZU 1 J 


ml 009 S 


1 lVJlllvJ oupitllo 


3 


198 


30 


2013 


gi7573532 


Homo sapiens 




198 


30 


9014 
Zu l*t 


cril S14S7Q1 


Olio bdJJla 


hncip nmltnp-TipVi nrntetn 

UdOlhr yJL k-Fllllw A 1 Wll UlUL^Ul 


233 


26 


2014 


gil5 145795 


Sus scrofa 


basic proline-rich protein 


205 


26 


ZUI4 


m 9 *\£0ft7 
glZjUOOvU/ 


Zea mays 


AF1SQ9Q7 1 pvtpncin-lilrp 

protein 


203 


26 


ZU I j 


giziyyz 


Vol vox carteri 


cxiensiii 


1SR 




zUl J 


giZ4zyjoz 


Santalum album 


proline ncn proiem 


IvO 


jy 


zul j 


gl3z4oo^/0 


Oryza sativa 
^japomca cuiuvar- 
group; 


nQrMRQ00^7Tf OR 97 


1 S7 




2016 


gi 12002042 


Homo sapiens 


AF063606_1 brain my048 
protein 


659 


70 


2016 


gil7225331 


Homo sapiens 


AF325 115 J MY0876G05 
protein 


659 


70 


2016 


gil7646146 


Homo sapiens 


AF314542_1 B lymphocyte 
activation-related protein 


727 


56 


2018 


gil3161063 


Homo sapiens 


AF332218_1 protocadherin 11 


746 


56 


2018 


gil3161066 


Homo sapiens 


AF332219_1 protocadherin 1 1 


746 


56 


2018 


gi9845485 


Homo sapiens 


AF169692_1 protocadherin-9 


1349 


100 


2019 


gil6552038 


Homo sapiens 


unnamed protein product 


2139 


99 


2019 


gi21410124 


Mus musculus 


3230402E02Rik protein 


1334 


60 
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2019 


gijoooyoo 


Homo sapiens 


rMiVLLr 


01 Aft 
Z14U 


i nn 

1UU 


2020 


gi21 734445 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neural-specific protein-2 


3958 


95 


2020 


gl2 1/3444/ 


Rattus norvegicus 


BMP/Retinoic acid-inducible 
neuraj-specinc protein-.? 


zy4o 


/u 


1ATA 

ZUZU 


gl-JUo4ooIU 


ii — ~ 

Gallus gallus 


Divir/reunoic dcia-inuucioie 
neuiai-speviiic protein 






2021 


gi23272677 


Homo sapiens 


Similar to zinc finger protein 

OCXS. 
ZUO 


467 


80 


1A1 1 

ZUZ I 


glZOZD 1 /D 3 


— : 

Homo sapiens 


ZijNrf j i protein 


440 


7fi 
/ o 


2021 


gi30421228 


Homo sapiens 


zinc finger protein 430 


572 


100 


2022 


gl23272677 


Homo sapiens 


Similar to zinc finger protein 
208 


A6H 
40/ 


oU 


2022 


glZozS 1 1 Z>o 


Homo sapiens 


zjNr*oi proiem 


AAQ 


752 
/o 


2022 


gl3042122o 


Homo sapiens 


zinc finger protein 430 


D /Z 


1 nn 


2023 


gi 12 12965 


Homo sapiens 


transmembrane protein 


JJO 


7n 
/u 


2023 


gllZliZZl 


Rattus norvegicus 


transmembrane protein 


ISA 


oy 


2023 


gi 19683999 


Homo sapiens 


coated vesicle membrane 
protein 


358 


70 


ZU24 


gii iyyjZ4 


Homo sapiens 


acid phosphatase 


77A£ 

zz^o 


OQ 

yy 


ZUZ4 


1 1 A"7C 

giiiii iy/j 


Homo sapiens 


aahuj i ou acia pnospnatase 
2, lysosomal 


7747 
ZZhZ 


yy 


2024 


glJU0o4ol / 


synthetic construct 


Homo sapiens acid 
phosphatase 2, lysosomal 


ZZ4Z 


oo 
yy 


ZUzj 


gll jOZjO /U 


— : 

Homo sapiens 


a_t4 1 1 y o i i ceniaunn uetaj 




mn 


ZUZj 


guuiuyz/z 


Homo sapiens 


v^cin l dj proiein 


SOS 


00 


ZUZD 


gi4oooyuz 


Homo sapiens 


centaurin beta2 


Z /U 


4R 


ZUZo 


giz /oyjy4z 


Homo sapiens 


oimnar to expressea sequence 

A f44Q417 




47 


ZUZO 


giz/oy^ j\) 


xiomo sapiens 


repressor protein 




47 


ZUZO 


^CiCOAAOA 

gijOJUUoU 


Homo sapiens 


AC(\f\AXQft 7 


1f>77 


47 


2027 


gi 11345382 


Homo sapiens 


AF308801_1 vacuolar protein 
sorting protein 16 


2977 


99 


zuz / 


giizi4uzyu 


— — : 

Homo sapiens 




?0R^ 


00 


zuz/ j 


mi ^<i<;'in/i£ 

guD_OJU40 


Mus musculus 


vpsio 




07 


ZUZo 


m^niAl OAR 


riomo sapiens 






100 


ZUZo 


gljU141UDZ 


Rattus norvegicus 


i\ogo-uo receptor nornoiug'*! 




07 
y& 


2028 


gi32351287 


Rattus norvegicus 


Nogo-66 receptor homolog 2 


149 


53 


zuzy 


gizuzjyz 


Rattus norvegicus 


prealpha-2-macroglobulin 


71Q 
Zoo 


4n 


zuzy 


glO/loo4 


oaiius gallus 


ovomacroglobulin, ovostatin 


0*5A 
ZoU 


/in 


zuzy 


gio/ loo J 


Gallus gallus 


ovomacroglobulin, ovostatin 


7"?n 
ZoU 


4n i 


2030 


gil5778556 


Homo sapiens 


AF414429J alpha- 1-B 
glycoprotein precursor 


131 


92 




oi7on(K7 




TiPiirAnnl ci\ vfAnro+pin 
JiciuoiJoi giyirOfJiuiciii 


698 


94 


2031 


gi29837411 


Homo sapiens 


BIG-2 


554 


75 


2031 


gi563133 


Rattus norvegicus 


BIG-1 protein 


692 


94 


2032 


gil6550078 


Homo sapiens 


unnamed protein product 


763 


100 


2032 


gi28175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


763 


100 


2032 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 


2033 


gil6550078 


Homo sapiens 


unnamed protein product 


763 


100 


2033 


gi28 175743 


Homo sapiens 


similar to hypothetical protein 
FLJ30803 


763 


100 


2033 


gi30354720 


Mus musculus 


AI427653 protein 


756 


100 
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2034 


gi2 1929093 


Homo sapiens 


seven transmembrane helix 
receptor 


1711 


oo 


2034 


gi24286029 


Homo sapiens 


G-protein coupled receptor 
GPR116 


6754 


97 


2034 


gi5525078 


Rattus norvegicus 


seven transmembrane receptor 


5038 


72 


2035 


gil 1917507 


Homo sapiens 


HPF1 protein 


434 




2035 


gil3938351 


Homo sapiens 


AAH07307 Similar to zinc 
finger protein 268 


432 


63 


2035 


gi3 135968 


Homo sapiens 




440 , 


58 


2036 


gil3097633 


Homo sapiens 


AAH03534 Similar to ATPase, 
Class I, type 8B S member 1 


373 


84 


2036 


gi33440008 


Homo sapiens 


possible aminophospholipid 
translocase ATP8B2 


406 


91 


2036 


gi3628757 


Homo sapiens 


FIC1 


373 


84 


2038 


gil 1558486 


Homo sapiens 


B-cell lymphoma/leukaemia 
1 1 A short form 


1314 


99 


2038 


gil2150278 


Homo sapiens 


AF080216_1 C2H2-type zinc- 
finger protein; EVI-9 


1197 


98 


2038 


gi30410854 


Mus musculus 




1312 


98 


2039 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2039 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2039 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 - 


84 


2040 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2040 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2040 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2041 


gi32394378 


Homo sapiens 


forkhead-associated domain 
histidine-triad like protein 


1735 


94 


2041 


gi32394380 


Bos taurus 


forkhead-associated domain 
histidine-triad like protein 


1540 


83 


2041 


gi32394382 


Sus scrofa 


forkhead-associated domain 
histidine-triad like protein 


1575 


84 


2042 


gi26454883 


Homo sapiens 


hypothetical protein HSPC148 


1181 


100 


2042 


gi6523797 


Homo sapiens 


AF1 10775_1 adrenal gland 
protein AD-002 


1181 


100 


2042 


gi6841518 


Homo sapiens 


AF161497 1 HSPC148 


1178 


99 


2043 


gil4009597 


Homo sapiens 


AF282619_1 lysyl oxidase-like 
3 protein 


1569 


98 


2043 


gi 14486600 


Homo sapiens 


AF3 1 1 3 13_1 lysyl oxidase-like 
j proiem 


i5oy 


QO 

ya 


2043 


gil5 186770 


Homo sapiens 


AF284815_1 lysyl oxidase-like 
protein 


1569 


98 


2044 


gil 0834722 


Homo sapiens 


AF258588 1 PP5656 


892 


89 


2044 


gi21706836 


Mus musculus 


Gyitl lb protein 


1056 


87 


2044 


gi22713410 


Homo sapiens 


GYLTL1B protein 


1205 


100 


2045 


gi7209721 


Mus musculus 


DD57 


2242 


88 


2045 


gi7209723 


Homo sapiens 


WD-repeat like sequence 


2483 


100 


2045 


gi82 17485 


Homo sapiens 




2480 


99 


2046 


gil3592175 


Leishmania major 


AC084329 1 ppg3 


140 


28 


2046 


gi28828184 


Dictyostelium 


similar to Leishmania major. 


179 


28 
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discoideum 


Ppg3 






2046 


gi3873550 


Schizosaccharomyce 
s pombe 


SPBC215.13 


147 


24 


2047 


gi21 104460 


Homo sapiens 


OK/SW-CL.19 


206 


100 


2047 


gi32425794 


Homo sapiens 


NJMU-R1 protein 


206 


100 


2047 


gi32450708 


Homo sapiens 


NJMU-R1 protein 


206 


100 


2048 


gil3277972 


Mus musculus 


phosphatidate 
cytidylyltransferase 2 


2270 


95 ' 


2048 


gi 19344052 


Homo sapiens 




2360 


99 


2048 


gi41 86023 


Homo sapiens 


CDS2 protein 


2360 


99 


2049 


gi 17862928 


Drosophila 
melanogaster 


SD03549p 


121 


35 


2049 


gi29387317 


Mus musculus 


120001 1022Rik protein 


670 


89 


2049 


gi7297878 


Drosophila 
melanogaster 


CG14941-PA 


121 


35 


2050 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2-like protein 


251 


33 


2050 


gi7106224 


Nephila clavipes 


flagelliform silk protein 


252 


32 


2050 


gi7106228 


Nephila inaurata 
madagascariensis 


flagelliform silk protein 
[Nephila madagascariensis] 


277 


34 


2051 


gil2018147 


Chlamydomonas 
reinhardtii 


AF309494_1 vegetative cell 
wall protein gpl 


198 


31 


2051 


gil5 145793 


Sus scrofa 


basic proline-rich protein 


204 


29 


2051 


gil5 145797 


Sus scrofa 


basic proline-rich protein 


200 


30 


2052 


gil6877193 


Homo sapiens 


AAH16860 G protein-coupled 
receptor, family C, group 5, 
member C 


2320 


99 


2052 


gi30583709 


Homo sapiens 


G protein-coupled receptor, 
family C, group 5, member C 


2320 


99 


2052 


gi81 18032 


Homo sapiens 


AF207989_1 orphan G-protein 
coupled receptor 


2320 


99 


2053 


gil5679980 


Homo sapiens 


CI 14 protein 


930 


99 


2053 


gil6769562 


Drosophila 
melanogaster 


LD38910p 


328 


47 


2053 


gi7302978 


Drosophila 
melanogaster 


CG8441-PA 


328 


47 


2054 


gi 10726751 


Drosophila 
melanogaster 


CG13623-PA 


333 


53 


2054 


gi21430012 


Drosophila 
melanogaster 


GH27470p 


333 


53 


2054 


gi7406400 


Arabidopsis thaliana 


putative protein 


317 


45 


2055 


gil3959018 


Homo sapiens 


AF361746J endothelial cell- 
selective adhesion molecule 


1578 


99 


2055 


gil3991773 


Mus musculus 


AF361882__1 endothelial cell- 
selective adhesion molecule 


1188 


76 


2055 


gi29165726 


Mus musculus 


Endothelial cell-selective 
adhesion molecule 


1188 


76 


2056 


gil5422171 


Homo sapiens 


22 kDa peroxisomal membrane 
protein 2 


862 


99 


2056 


gi297437 


Rattus norvegicus 


peroxisomal membrane protein 


680 


76 


2056 


gi8164184 


Homo sapiens 


22kDa peroxisomal membrane 
protein-like 


862 


99 


2057 


gil 1994465 


Arabidopsis thaliana 


contains similarity to late 
embryogenesis abundant 
protein~gene id:MLD 14. 16 


141 


39 
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2057 


gi21326031 


Oryzias latipes 


choriogenin H 


159 


35 


2057 


gi22093906 


Oryzias latipes 


AF396668_1 choriogenin H 


157 


35 


2058 


gi62877 


Gallus gallus 


type VI collagen alpha-2 
subunit preprotein 


320 


42 


2058 


gi62881 


Gallus gallus 


type VI collagen subunit 
alpha2 


320 


42 


2058 


gi62882 


Gallus gallus 


type VI collagen subunit 
alpha2 


320 


42 


2059 


gil7945608 


Drosophila 
melanogaster 


RE26969p 


600 


60 


2059 


gi7292879 


Drosophila 
melanogaster 


CG1998-PA 


600 


60 


2059 


gi7292910 


Drosophila 
melanogaster 


CG11162-PA 


423 


50 


2060 


gil7066106 


Homo sapiens 


Novex-3 Titin Isoform 


964 


99 


2060 


gi27696390 


Xenopus Iaevis 


Similar to titin 


251 


37 __J 


2060 


gi992994 


Gallus gallus 


myosin light chain kinase 


228 


35 


2061 


gil4089982 


Mycoplasma 
_pulmonis 




143 


33 


2061 


gi2649941 


Archaeoglobus 
fulgidus DSM4304 




151 


30 


2061 


gi301 80922 


Nitrosomonas 
europaea ATCC 
19718 


Adenylate kinase 


143 


28 


2062 


gi29477024 


Mus musculus 


Similar to RIKENcDNA 
9130023G24 gene 


464 


44 


2062 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2062 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2063 


gi29477024 


Mus musculus 


Similar to RIKENcDNA 
9130023G24gene 


464 


44 


2063 


gi3002588 


Mus musculus 


Plenty of SH3s; POSH 


148 


25 


2063 


gi7453547 


Homo sapiens 


glioma tumor suppressor 
candidate region protein 1 


125 


25 


2064 


gil0441350 


Mus musculus 


olfactory UDP 
glucuronosyltransferase 


241 


70 


2064 


gi4580602 


Macaca fascicularis 


AF112112J. UDP- 
glucuronosyltransferase 2B19 
precursor 


244 


73 


2064 


gi4753766 


Homo sapiens 


UDP glucuronosyltransferase 


266 


76 


2065 


gil3325266 


Homo sapiens 


AAH04450 hypothetical 
protein MGC2650 


796 


91 


2065 


gi3688090 


Homo sapiens 


R32611 2 


827 


100 


2065 


gi6841228 


Homo sapiens 


AF161407 1 HSPC289 


703 


84 


2066 


gi 11493483 


Homo sapiens 


AF130117 48 PRO2550 


282 


56 


2066 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


497 


62 


2066 


gi32486167 


Homo sapiens 


AD7C-NTP 


497 


62 


2067 


gi 16552274 


Homo sapiens 


unnamed protein product 


276 


45 


2067 


gi57516 


Rattus rattus 


ASM 15 


437 


57 I 


2067 


gi7107346 


Peromyscus 
maniculatus bairdii 


H19 


280 


43 


2068 


gi20330550 


Homo sapiens 


AF251706J NK inhibitory 
receptor precursor 


1480 


94 


2068 


. gi30962591 


Homo sapiens 


AF375480_1 immune receptor 


1401 


93 
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expressed on myeloid cells 
splice variant 1 






2068 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2069 


gi20330550 


Homo sapiens 


AF251706_1 NK inhibitory 
receptor precursor 


i a on 
1480 


94 


2069 


gi30962591 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1401 


93 


2069 


gi31790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


94 


2070 


gl20330550 


Homo sapiens 


A T77<; 1 H(\C. 1 KTV -inViiVntrvrvr 

ArZjl/Uo_i JNJv lnmoitory 
receptor precursor 




04 
yn 


2070 


gi3096259l 


Homo sapiens 


AF375480_1 immune receptor 
expressed on myeloid cells 
splice variant 1 


1 /1fl1 




2070 


gi3 1790204 


Homo sapiens 


inhibitory receptor IREM1 


1478 


Q4 
yH 


2071 


gil8307481 


Homo sapiens 


phosphoinositi de-binding 
proteins 


2206 


97 


2071 


gi27695704 


Mus musculus 


Connector enhancer of KSR2 


705 


35 


2071 


©29691916 


Rattus norvegicus 


interactor protein for cytohesin 
exchange factors 1 




/y 


2072 


gill493982 


Homo sapiens 


AF208232J TLH29 protein 
precursor 


303 


70 


2072 < 


gi 15929988 


Homo sapiens 


AArilMzJ Similar to lU-izy 
protein precursor 




inn 
1UU 


oat) 
2U7z 




; 

Homo sapiens 


TLH29 protein precursor 




70 


2073 


gi 11493982 


Homo sapiens 


A 177 fl 59 79 1 TT W9Q «rrtf#»in 

ArzUoz3z__i 1 i^rizy protein 
precursor 




70 
/U 




gnoyzyyoo 


— : 

Homo sapiens 


A A HI 5477 Similar tn TI 149 Q 

nmfoin nrppirrenr 

protein preuuibor 


407 


ion 


9077 


<ri91 R540 


nomo Sapiens 






70 


inn a 


ot1?R046Q'* 
gllZolrtOy.j 


jnuiiju sapiens 


AAH01777 Similar tn 
rirwvjomal nrntftin T\74 


591 


100 


9074 


1 / 7Ji7JO 


Hr»mr» «:anipn5i 
1 ivjlliv» oapidia 


rihn^nmal nrntpin T 74 


591 


100 


2074 


$H20^ 06434 


Mhq itiiiqpiiIii^ 


1 100001 122Rik orotein 


587 


99 


9075 


oil 51R4R41 


1 I\J111\J octpivllO 




738 


99 


9075 


oil 5^R4R47 


Wrtmn csitvipnc 


NTR-A rerpntnr 


754 


100 


9075 


gi^v/j? o o \jy y 


TV/fiiQ miiQrnlitQ 

1V1UO IlIUoL/UlUo 


Ivmnhocvte antip"en 108 


240 


39 


9076 


p\ 101 77691 

gl 1 V 1 / / UZi L 


AraWiHruvsi^ thalinna 

xVl dU/l viWJJalo Lliallaiia 


nhvtnenp HehvHropenav-Iike 


573 


42 


9076 


0117070955 


x\l alslUUpalo UlallallcL 


ATW9550/K6M13 10 


589 


42 


2076 


gi29028742 


Arabidopsis thaliana 


At5g49550/K6M13_10 


589 


42 


9077 
zv / / 


oil 4970764 


TVAiic mi 1 cr*i 1111c 


Ptmopti nrrttpin 


378 


71 


9077 
ZU 1 1 


glOZ/ZZO!? 


Dotftie nAn/Annniic 
IVaLLUo IIUI VCglUUS 


INV-'l piUlClil 


199 




9077 
ZIP/ / 


<m77QQ1 Q1 
gl / fyyiyl 


ivius muscuius 


Loiiiorcguiin- 1 


197 


52 


2078 


ei 14270364 


Mus musculus 


Hpigen protein 


378 


71 


2078 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2078 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


2079 


gil4270364 


Mus musculus 


Epigen protein 


378 


71 


2079 


gi6272269 


Rattus norvegicus 


NCI protein 


122 


52 


2079 


gi7799191 


Mus musculus 


tomoregulin-1 


122 


52 


2080 


gi27469556 


Homo sapiens 


Putative neuronal cell adhesion 
molecule 


206 


34 


2080 


gi29289929 


Danio rerio 


neogenin 


176 


37 


2080 


gi3068592 


Mus musculus 


punc 


192 


35 


2081 


gi31753150 


Homo sapiens 


Ras family member Ris 


665 


65 
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2081 


gi4416181 


Mus musculus 


ES18 


1 99A 


HA 


2081 


gi7331127 


Homo sapiens 


A T?0 1QCOO 1 'Din 

ArzJJjoo 1 Kis 


ODD 


UJ 


2082 


gil3128925 


Homo sapiens 


Ar3U4J /o_I U.Lorz protein 


1119 


yy 


2082 


gi 18650584 


Homo sapiens 


retinoic acid early transcript 1 




OO 
yy 


2082 


gi21961213 


Homo sapiens 


ULlo binding protein z 


ID IZ 


yy 


2083 


gi!3872813 


Homo sapiens 


fibulin-6 


513 


29 


2083 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


M3 


oo 


2083 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2084 


gil3872813 


Homo sapiens 


fibulin-6 


513 


Ly 


2084 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2084 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2085 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2085 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2085 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2086 


gi3041867 


Homo sapiens 


P53 


162 


96 


2086 


gi4731632 


Homo sapiens 


AF135121_1 tumor suppressor 
protein p53 


162 


96 


2086 


gi4732147 


Homo sapiens 


AF136271JL tumor suppressor 
protein p53 


162 


96 


2087 


gil2240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


2087 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


2087 


gi6707435 


Homo sapiens 


AF202890 1 apolipoprotein 
A5 


1864 


100 


2088 


gi 12240284 


Mus musculus 


AF327059 1 apolipoprotein 
A5 


1300 


72 


2088 


gi6707433 


Homo sapiens 


AF202889 1 apolipoprotein 
A5 


1864 


100 


2088 


gi6707435 


Homo sapiens 


AF202890_1 apolipoprotein 
A5 


1864 


100 


2089 


gil3111784 


Homo sapiens 


AAH03081 hypothetical 
protein FU10637 


1509 


99 


2089 


gi 13543037 


Mus musculus 


4933424B01Rik protein 


958 


80 


2089 


gil4249965 


Homo sapiens 


AAH08368 hypothetical 
protein FU10637 


1513 


100 


2090 


gil9344001 


Homo sapiens 


phospholipase A2, group I1D 


846 


99 


2090 


gi5771420 


Homo sapiens 


AF112982_1 group IID 
secretory phospholipase A2 


852 


100 


2090 


gi6453793 


Homo sapiens 


AF1 88625 1 phospholipase 
A2 


846 


99 


2091 


gil674069 


Mycoplasma 
pneumoniae 


30K adhesin-related protein 


132 


35 


2091 


gi 1684932 


Mycoplasma 
pneumoniae 


adhesin protein 




is 


2091 


gi51 14063 


Mycoplasma 
pneumoniae 


AF090172_1 revertant 
adhesin-related protein P30 


128 


35 


2092 


gill094019 


Homo sapiens 


AF305057 2 RTS beta 


2047 


94 


2092 


gi!150421 


Homo sapiens 


rTSbeta 


2053 


94 


2092 


gil2654883 


Homo sapiens 


AAH01285 rTS beta protein 


2053 


94 


2094 


gil3432042 


Homo sapiens 


integrin-linked kinase- 
associated serine/threonine 
phosphatase 2C 


2018 


100 


2094 


gi 16306907 


Homo sapiens 


AAH06576 integrin-linked 


2018 


100 
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kinase-associated 
serine/threonine phosphatase 
2C 






2094 


gl20072498 


Mus musculus 


A*7 1 AAA*7 A 1 A "D \\r *\r/\+ttin 

u / luuu / A I4K1K proiein 


1 


yo 


2095 


gi 18490682 


Homo sapiens 


fibulin 1 


281 


37 


2095 


gi28175169 


Mus musculus 


13000 151304K1K protein 


Joy 


1A 


2095 


gi31419 


Homo sapiens 


fibulin-1 C 


281 


37 


2096 


gil8480746 


Mus musculus 


olfactory receptor MOR26 1-10 


1336 


80 


2096 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2096 


gi32052225 


Mus musculus 


olfactory receptor 
GA x6K02T2P3E9-4341246- 
4340281 


1336 




2097 


gil8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2097 


gi21928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2097 


gi32052225 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-4341246- 
4340281 


1336 


80 


2098 


gi4760780 


Mus musculus 


Ten-m3 


401 


95 


2098 


gi5307761 


Danio rerio 


ten-m3 


347 


80 


2098 


gi6760369 


Mus musculus 


AF195418 1 ODZ3 


401 


95 


2099 


gi21205852 


Homo sapiens 


AF385429_1 T-cell activation 
Rho GTPase activating protein; 
TA-GAP 


989 


100 


2099 


gi21410139 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2099 


gi24980955 


Mus musculus 


T-cell activation Rho GTPase- 
activating protein 


813 


82 


2100 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


CO 


2100 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


59 


2100 


gi32486167 


Homo sapiens 


AD7C-NTP 


2oJ 


CO 

jy 


2101 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


JO 


2101 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


283 


C A 

59 


2101 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2102 


gi20196856 


Arabidopsis thaliana 


putative myosin heavy chain 


387 


An 

47 


2102 


gi3 142302 


Arabidopsis thaliana 


Z34293 from A. thaliana. 


1 OA 

389 


ah 
4/ 


2102 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


AC 

40 


2103 


gj20196856 


Arabidopsis thaliana 


putative myosin heavy chain 


o on 


AH 
4 / 


O 1 A"2 


mi i /mm 


Arabidopsis thaliana 


i^o"tLry~> irorn /v. indiidnd. 


IRQ 


47 


2103 


gi532124 


Dictyostelium 
discoideum 


myosin IC 


388 


46 


2104 


gi29564894 


Homo sapiens 


unnamed protein product 


174 


39 


2104 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


174 


39 


2104 


gi32486167 


Homo sapiens 


AD7C-NTP 


174 


39 


2105 


gi2 1265 163 


Homo sapiens 




1893 


95 


2105 


gi7248845 


Homo sapiens 


AF231124 1 testican-1 


1893 


95 


2105 


gi793845 


Homo sapiens 


testican 


1893 


95 


2106 


gi 12804465 


Homo sapiens 


AAH01639 prostate cancer 


686 


66 
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overexpressed gene 1 






2106 


gi20380774 


Homo sapiens 




1098 


99 


2106 


gi3462515 


Homo sapiens 


PB39 


686 


66 


2107 


gil2804465 


Homo sapiens 


AAH01639 prostate cancer 
overexpressed gene 1 


686 


66 


2107 


gi20380774 


Homo sapiens 




1098 


99 


2107 


gi3462515 


Homo sapiens 


PB39 


686 


66 


2108 


gil7391348 


Homo sapiens 


AAH18615 Similar to brain 
expressed, X-linked 1 


664 


100 


2108 


gi7689029 


Homo sapiens 


AF220189_1 uncharacterized 
hypothalamus protein HBEX2 


664 


100 


2108 


gi9963771 


Homo sapiens 


AF183416_1 ovarian granulosa 
cell 13.0 kDa protein hGR74 
homolog 


664 


100 


2109 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2109 


gi28799187 


Homo sapiens 


unnamed protein product 


1463 


98 


2109 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2111 


gi20988071 


Mus musculus 


260001 lE07Rik protein 


445 


89 


2111 


gi23274133 


Homo sapiens 


Similar to serine/arginine 
repetitive matrix 1 


161 


27 


2111 


gi3153821 


Mus musculus 


plent y-of-prolines- 101; 
POP101; SH3-philo-protein 


164 


30 


2112 


gi9651079 


Macaca fascicularis 


hypothetical protein 


291 


75 


2113 


gi 12408272 


Homo sapiens 


apolipoprotein L-IV splice 
variant a 


1726 


99 


2113 


gi 12408286 


Homo sapiens 


apolipoprotein HV splice 
variant a 


1726 


99 


2113 


gi!3374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1709 


98 


2114 


gil2408272 


Homo sapiens 


apolipoprotein L-1Y splice 
variant a 


1726 


99 


2114 


gi 12408286 


Homo sapiens 


apolipoprotein L-1V splice 
variant a 


1726 


99 


2114 


gi 13374351 


Homo sapiens 


AF305226 1 apolipoprotein 
L4 


1709 


98 


2115 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2115 


gi25005318 


Sus scrofa 


MAM domain containing 
gl ycosylphosphatidylinositol 
anchor 1 


672 


91 


2115 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2116 


gi21744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl- inositol- MAM 


717 


97 


2116 


gi25005318 


Sus scrota 


MAM domain containing 
glycosylphosphatidylinositol 
anchor 1 


672 


91 


2116 


gi25005320 


Sus scrofa 


glycosylphosphatidylinositol 
anchor 1 protein 


672 


91 


2117 


gi 16769264 


Drosophila 
melanogaster 


LD21615p 


219 


40 


2117 


gi7290426 


Drosophila 
melanogaster 


CG2875-PB 


219 


40 


2117 


gi7290427 


Drosophila 
melanogaster 


CG2875-PA 


219 


40 
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2118 


gi23273399 


Homo sapiens 




963 




2118 


gi25059032 


Mus musculus 




686 


72 


2118 


gi28385965 


Mus musculus 


Similar to phospholipase A2 


488 


77 


2119 


gi23273399 


Homo sapiens 




963 


100 


2119 


gi25059032 


Mus musculus 




686 


72 


2119 


gi28385965 


Mus musculus 


Similar to phospholipase A2 


488 


77 


2120 


gil3562004 


Nephila 

madagascariensis 


AF350276_1 major ampullate 
spidroin 2-like protein 


228 


27 


2120 


gil3562008 


Nephila 

madagascariensis 


AF350278_1 major ampullate 
spidroin 2 


238 


29 


2120 


gil59714 


Nephila clavipes 


dragline silk fibroin 


224 


29 


2121 


gil3161409 


Mus musculus 


family 4 cytochrome P450 


445 


76 


2121 


gil3182964 


Mus musculus 


AF233643J cytochrome P450 
CYP4F13 


191 


38 


2121 


gil3278244 


Mus musculus 


cytochrome P450, family 4, 
subfamily f> polypeptide 13 


191 


38 


2122 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2122 


gil3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1807 


96 


2122 


gi 13447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


1858 


97 


2123 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2123 


gi!3183618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1807 


96 


2123 


gi 13447749 


Homo sapiens 


AF279689J fibroblast growth 
factor receptor 5 


1858 


97 


2124 


gil0944887 


Homo sapiens 


FGFR-like protein 


1858 


97 


2124 


gil3l83618 


Homo sapiens 


AF312678_1 FGF homologous 
factor receptor 


1807 


96 


2124 


gil3447749 


Homo sapiens 


AF279689_1 fibroblast growth 
factor receptor 5 


1858 


97 


2125 


gi 12667454 


Rattus norvegicus 


AF336858 1 synaptotagmin 
VIIc 


949 


88 


2125 


gi 12667456 


Rattus norvegicus 


AF336859 1 synaptotagmin 
Vlld 


949 


88 


2125 


gi!2667458 


Rattus norvegicus 


AF336860 1 synaptotagmin 
Vile 


949 


88 


2126 


gil2053709 


Homo sapiens 


with thrombospondin type 1 
motif, 12 


1143 


98 


2126 


gi27817773 


Mus musculus 


metalloprotease disintegrin 12 
protein 


873 


76 


2126 


gi5923788 


Homo sapiens 


AF1 40675_1 zinc 
metalloprotease ADAMTS7 


271 


39 


2127 


gi 11493982 


Homo sapiens 


AF208232_1 TLH29 protein 
precursor 


303 


70 


2127 


gil5929988 


Homo sapiens 


AAH15423 Similar to TLH29 
protein precursor 


497 


100 


2127 


gi21618549 


Homo sapiens 


TLH29 protein precursor 


303 


70 


2128 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2128 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2128 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 


2129 


gil7391206 


Mus musculus 


RIKEN cDNA 2210412D01 


1267 


99 


2129 


gi23468210 


Homo sapiens 


Similar to CGI-67 protein 


1096 


81 


2129 


gi9368522 


Homo sapiens 


CGI-67 protein 


1267 


99 
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Tdentitv 


2130 


gi20071312 


Mus musculus 


493 3425F03Rik protein 


614 


85 


oi on 
ZloO 




Homo sapiens 


IVlvJ \~rr<J 1 OKf 


426 


96 


n 1 0A 
ZlJO 




Bos taurus 


scavenger icucpiui type i 


J JU 


51 


ZlJl 


rriOOIY71 Ol 0 

glZUO/ 13 1 z 


Mus musculus 


/KWla/^FfftRilr nrotpin 

tj7J j*tZ J "v/ J INJJV piULGUl 




OJ 


2131 


mOOOOl OMft 

/40 


Homo sapiens 








2131 


gi735 


Bos taurus 


scavenger receptor type I 


336 


51 


2132 


gijo/Oooo 


Homo sapiens 


i a 1 a element, moauiaiory 
factor 


zK'll 

HJJ 1 


00 


ZljZ 


gloojOD4o 


— — : 

Rattus norvegicus 


AT?ln7Ra/* 1 TATA plpmpnt 
motiuiaiui y laiAui 


9SR3 


82 


O 1 OO 

ZUZ 


gl /zyu /oo 


— — 

Drosopnila 

iiicianogabicr 






25 


0100 


oil noniA^ 

gllUZUl**,? 


nomo Sapiens 


i™i\TA Hirudin o nrntpin 


1483 


43 


om 

Zl j J 


ml Rfwl^RQfi 


XlOmO SapiCIlb 


•zinf* fincrpr rrrntpin 


1486 


43 


O10O 


mOQi!7^R1^ 

gizy^/oojj 


nomo sapiens 




1486 


43 


01 OA 
Zl J*f 


oil AIQR^Ofi 


nomo sapiens 


Nip7p homolog 


944 


100 


011A 
Zl 


git OOU / IJ 


nomo bdpiciiD 




944 


100 


2134 


gi51 14055 


Homo sapiens 


HSPC031 


944 


100 


01 0*\ 
Zl J J 


<Ti0107A0il1 


U/\«Y^i*\ rim one 

nomo sapiens 


K7A A 1807-liVp 


563 


86 


01 0< 
Zl JJ 


mO£0001 1/1 
glZOOOZl I** 


Mus musculus 


Luiiiaiiicu pruiciii pruuiivi 


S77 

J / / 


89 


2135 


©26345386 


Mus musculus 


unnamed protein product 


577 


89 


2136 


gli5D2Uooj 


Homo sapiens 


VI A A 1011 -nmiain 

KiAA 1 y i 5 protein 


IOZ / 




2136 


gi26339494 


Mus musculus 


unnamed protein product 


1480 


90 


2136 


gi28279830 


Homo sapiens 


KJAAiyi i protein 


1 <QS 


OQ 

yy 


2137 


» i AAA J J O 

gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 




QA 
<S4 


2137 


gil2406973 


Homo sapiens 


alanine-glyoxyl ate 

*.. n I .,., .... 1 

aminotransferase 2 


1865 


98 


2137 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1625 


85 


2138 


gil000448 


Rattus norvegicus 


Rat kidney AGT2 precursor 


1578 


84 


2138 


gi 12406973 


Homo sapiens 


alanine-glyoxylate 
aminotransferase 2 


1865 


98 


2138 


gil944136 


Rattus norvegicus 


beta-alanine-pyruvate 
aminotransferase 


1625 


oc 
03 


2139 


gi29436673 


Mus musculus 


1700049K14K1K protein 


04 0 


1 AA 

100 


2139 


gi420442l 


Euroglyphus maynei 


group 3 allergen Eur m 3 0101 
precursor 


212 


40 


2139 


gi544l86l 


Paralichthys 
olivaceus 


chymotrypsinogen 2 


210 


36 


2140 


gil7985046 


Brucella melitensis 
16M 


GLYCOSYL TRANSFERASE 


130 


28 


2140 


gi205l5259 


Thermoanaerobacter 
lengcongensis 


predicted glycosyltransferases 


133 


32 


2140 


gi4455730 


Streptomyces 
coelicolorA3(2) 


putative transferase i 


140 


32 


2141 


gil3649477 


Homo sapiens 


AF250309_1 putative cytokine 
receptor CRM precusor 


2694 


100 


2141 


gi30584223 


synthetic construct 


Homo sapiens interleukin 17B 
receptor 


2694 


100 


2141 


gi9246433 


Homo sapiens 


AF208110_1 IL-17 receptor 
homolog precursor 


2688 


99 


2142 


gil8676472 


Homo sapiens 


FU00133 protein 


855 


76 


2142 


gi29568H6 


Mus musculus 


secreted protein SST3 


725 


64 
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2142 


gi499686 


Heliocidaris 
erythrogramma 


fibropellin la 


ion 
3tU 


40 


2143 


gil6588687 


Homo sapiens 


AF3l5687_l S- 
adenosylhomocysteine 
hydrolase-like protein 


147 


i /in 
100 


2143 


gi27692283 


Mus musculus 


S-adenosylhomocysteine 
hydrolase-like l 


147 


100 


2143 | 


gi2852125 


Homo sapiens 


S-adenosyl homocysteine 
hydrolase homolog 


147 


100 


2144 


gi 16740861 


Homo sapiens 


AAH 16292 ubiquitin- 
conjugating enzyme E2C 


DZl 


DO 


2144 


gi29791813 


Homo sapiens 


Ubiquitin-conjugating enzyme 
b2C, isoiorm 1 


->21 


00 


2144 


'OACOI /ion 

gi305 83439 


Homo sapiens 


ubiquitin-conjugating enzyme 

CO/" 1 


JaI 


oo 


1 1 A C 

2145 


gi2UUooMo 


Homo sapiens 


ArZ'fDjuj^i pronunin-z 
vananx j\ 


AtOV 


7 i 


11 A C 

2145 


»inno/^i o 
gLZUUOOJ lo 


-— - ; 

Homo sapiens 


Ar z^jjU^ i prorniiiin-z 

YdlldJll D 




91 




gl24o3/ jOO 


Kauus norvegicus 


p roini iiui-z. 


1876 


68 


2146 


gizyjjio/0 


Homo sapiens 


/\IlglOpOIClIll _ lIA.C -> 


1310 


99 


1 1 /tiC 


gl2740oDIvJ 


riomo sapiens 


pUlallVC 1 1 LW 1 1 lUgCI i- 11 IS.C piULCllI 


1305 


99 


2146 | 


gi9229906 


Ciona intestinalis 


fibrinogen-like protein 


392 


39 


2147 


gi29351676 


Homo sapiens 


Angiopoietin-like 5 


1310 


99 


2147 


gi29468510 


Homo sapiens 


putative fibrinogen-like protein 






2147 


gi9229906 


Ciona intestinalis 


flbrinogen-like protein 


392 


39 


2148 


©29351676 


Homo sapiens 


Angiopoietin-like 5 




oo 

77 


2148 


gi294685l0 


Homo sapiens 


putative fibrinogen-like protein 


i ins 


00 

77 


2148 


gi9229906 


Ciona intestinalis 


fibrinogen-like protein 


392 


39 


2150 


gi 13 543706 


Homo sapiens 


AAH06003 


34V 


1 C\f\ 

100 


2150 


gi20988061 


Mus musculus 


1810013D10Rik protein 


333 


92 


2150 


gi21619079 


Homo sapiens 




349 


100 


2151 


gi 11493652 


Homo sapiens 


AF200708_1 calcium channel 
blocker resistance protein 
CCBR1 


2168 


100 


2151 


gi 13924720 


Homo sapiens 


AF252872_l cystine/glutamate 
transporter xCT 


1 1 /CO 
2l0O 


1 (\(\ 
100 


2151 


gi 15082352 


Homo sapiens 


A A T T 1 OAOT . - - 1 1 -1 

AAH 12087 member 11 


1 1 /CO 


1 f\(\ 
10U 


2152 


gil8043214 


Mus musculus 


serine/arginine-rich protein 
specific kinase 2 


132 


67 


2152 


gi23270876 


Homo sapiens 


Similar to SFRS protein kinase 
2 


132 


cn 
67 


2152 


gi3406050 


Homo sapiens 


serine kinase SRPK2 


132 


en 
0/ 


2153 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


4284 


99 


2153 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2153 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2154 


gi22164066 


Homo sapiens 


AF388385_1 neuroblastoma- 
amplified protein 


4284 


99 


2154 


gi30353863 


Homo sapiens 


NAG protein 


4298 


99 


2154 


gi4337460 


Homo sapiens 


neuroblastoma-amplified 
protein 


4272 


99 


2155 


gil008367 


Saccharomyces 
cerevisiae 


CPS1 


131 


48 
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2155 


gi3594 


Saccharomyces 
cerevisiae 


carboxypeptidase s 


131 


A O 

48 


2155 


gi3596 


Saccharomyces 
cerevisiae 


carboxypepudase yscS 


131 


AQ 


2156 ] 


gill558029 


Homo sapiens 


organic cation transporter 


1876 


llKJ 


2156 


gil8088251 


Homo sapiens 


AAH20565 Similar to hBOIT 
for potent brain type organic 
ion transporter 


1838 


95 


2156 


#9663117 


Homo sapiens 


organic cation transporter 


1868 


99 


2157 


gi21732438 


Homo sapiens 


hypothetical protein 


567 


10U 


2157 


gj26330392 


Mus musculus 


unnamed protein product 


486 


85 


2157 


gi26390211 


Mus musculus 


unnamed protein product 


486 


85 


2158 


gi23893591 


Human herpesvirus 4 


BHLF1 early reading frame 


169 


28 


2158 


gi30844300 


Cercopithecine 
herpesvirus 1 


immediate early protein ICP0 


166 


23 


2158 


gi30844317 


Cercopithecine 
herpesvirus 1 


immediate early protein ICP0 


166 


oo 
23 


2159 


gi27804346 


Homo sapiens 


BRD4-NUT fusion 
oncoprotein 


mil 
3773 


oo 
yy 


2159 


gi31 15204 


Homo sapiens 


HUNKI 


3787 


no 

yy 


2159 


gi3 184498 


Homo sapiens 


R31546 1 


1011 

383/ 


oo 
yy 


2160 


gil5420832 


Homo sapiens 


AF397394 1 NOE3-3 


535 


96 


2160 


gi 15420834 


Homo sapiens 


AF397395 1 NOE3-4 


535 


96 


2160 


gil8490927 


Homo sapiens 


olfactomedin 3 


531 


95 


2161 


gi22209078 


Homo sapiens 


hypothetical protein 
DKFZp566D234 


773 


98 


2161 


gi6330966 


Homo sapiens 


KIAA1263 protein 


773 


98 


2161 


gi6808053 


Homo sapiens 


hypothetical protein 


766 


97 ~* 


2162 


gi 12654031 


Homo sapiens 


AAH00819 Similar to CG6950 
gene product 


158 


93 


2162 


gi21707106 


Homo sapiens 




120 


56 


2162 


gi758591 


Homo sapiens 


glutamine-phenylpyruvate 
aminotransferase 


120 


56 


2163 


gi21666433 


Mus musculus 


AF404775_1 actin-binding 
LIM protein 1 medium isoform 


302 


54 


2163 


gi2337952 


Homo sapiens 


actin-binding double-zinc- 
ringer protein 


303 


54 


2163 


gi30259308 


Mus musculus 


actin-binding LIM protein 2 


498 


79 


2164 


gi2062399 


Rattus norvegjcus 


protein serine/threonine kinase 
CPG16 


404 


50 


2164 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


404 


50 


2164 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2165 


gi2062399 


Rattus norvegicus 


protein serine/threonine kinase 
CPG16 


404 


50 


2165 


gi6716518 


Mus musculus 


AF1551 doublecortin-like 
kinase 


404 


50 


2165 


gi6716522 


Mus musculus 


AF155821 1 CPG16 


404 


50 


2166 


gil3436035 


Mus musculus 


prostaglandin E synthase 2 


1321 


87 


2166 


gi29179467 


Danio rerio 


Similar to prostaglandin E 
synthase 2 


988 


66 


2166 


gi9280108 


Macaca fascicularis 


membrane-associated 
prostaglandin E synthase-2 


1449 


97 


2167 


gi 12805247 


Mus musculus 


Complement component 1, q 
subcomponent, alpha 


955 


70 
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polypeptide 






2167 


gi20988805 


Homo sapiens 


complement component 1, q 
subcomponent, alpha 
polypeptide 


1318 


100 


2167 


gi4894854 


Homo sapiens 


AF135157_1 complement Clq 
A chain precursor 


1318 


100 


2168 


gil491621 


Bovine herpesvirus 1 


UL36 


126 


38 


2168 


gil5 145795 


Sus scrofa 


basic proline-rich protein 


123 


38 


2168 


gi2653311 


Bovine herpesvirus 
type 1.1 (strain 
Cooper) 




126 


38 


2169 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2470 


81 


2169 


gi2565046 


Homo sapiens 


CAGF28 


3770 


97 


2169 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2945 


70 


2170 


gi21707458 


Homo sapiens 


PAX transcription activation 
domain interacting protein 1 
like 


2470 


81 


2170 


gi2565046 


Homo sapiens 


CAGF28 


3770 


97 


2170 


gi4336734 


Mus musculus 


Pax transcription activation 
domain interacting protein PTIP 


2945 


70 


2171 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.19 


121 


41 


2172 


gi26353296 


Mus musculus 


unnamed protein product 


711 


76 


2172 


gi28799187 


Homo sapiens 


unnamed protein product j 


1463 


98 


2172 


gi30908853 


Homo sapiens 


synleurin 


1463 


98 


2173 


gil3991167 


Homo sapiens 


sialic acid-binding 
immunoglobulin-like lectin-Iike 
long splice variant 


1231 


99 


2173 


gil4625822 


Homo sapiens 


AF282256_1 Siglec-Ll 


1231 


99 


2173 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


1231 


99 


2174 


gil3435476 


Mus musculus 


DNA segment, Chr 10, 
University of California at Los 
Angeles 1 


1206 


91 


2174 


gi28279553 


Danio rerio 


Similar to DNA segment, Chr 
10, University of California at 
Los Angeles 1 


865 


69 


2174 


gi29 144983 


Mus musculus 


DNA segment, Chr 6, ERATO 
Doi 253, expressed 


668 


67 


2175 


gi27924102 


Mus musculus 


2310075M15Rik protein 


944 


68 | 


2175 


gi29436830 


Mus musculus 


23 1 0075M1 5Rik protein 


944 


68 


2175 


gi 62733 99 


Homo sapiens 


Ar2UU34o_i melanoma- 
associated antigen MG50 






2176 


gi27924102 


Mus musculus 


23 10075M15Rik protein j 


944 


68 i 


2176 


gi29436830 


Mus musculus 


23 10075M15Rik protein j 


944 


68 ! 


2176 


gi6273399 


Homo sapiens 


AF200348_1 melanoma- 
associated antigen MG50 


940 


67 I 


2177 


gi27924102 


Mus musculus 


23 10075M15Rik protein 


944 


68 


2177 


gi29436830 


Mus musculus 


23 10075M15Rik protein 1 


944 


68 


2177 


gi6273399 


Homo sapiens 


AF200348__1 melanoma- 
associated antigen MG50 


940 


67 


2178 


gi 11493483 


Homo sapiens 


AF130117_48 PRO2550 


220 


56 
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2178 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


220 


51 


2178 


gi8572229 


Homo sapiens 


ubiquitous TPR-motif protein 
Y isoform 


217 


53 


2179 


gi6808611 


Homo sapiens 


AF204231_1 88-kDaGolgi 
protein 


3209 


97 


2179 


gi6969980 


Homo sapiens 


AF163441 1 goIgin67 


2339 


98 


2179 


gi7211438 


Homo sapiens 


AF164622_1 golgin-67 


2321 


97 


2180 


gil5030299 


Mus musculus 


protein kinase, cAMP 
dependent regulatory, type I 
beta 


1881 


94 


2180 


gi200365 


Mus musculus 


cAMP-dependent protein 
kinase regulatory subunit 


1886 


94 


2180 


gi307377 


Homo sapiens 


cAMP-dependent protein 
kinase Rl-beta regulatory 
subunit 


1957 


99 


2181 


gi 10945428 


Homo sapiens 


membrane-associated 
guanylate kinase MAGI3 


156 


41 


2181 


gil2003994 


Homo sapiens 


AF213259_1 membrane- 
associated guanylate kinase- 
relatedMAGI-3 


156 


41 


2181 


gi7650497 


Rattus norvegicus 


AF255614_J scaffolding 
protein SLIPR 


156 


41 


2182 


gi 1845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2182 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2557 


74 


2182 


gi3645913 


Mus musculus 


-lipoxygenase 


2559 


74 


2183 


gi 1845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2183 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 


2557 


74 


2183 


gi36459i3 


Mus musculus 


-lipoxygenase 


2559 


74 


2184 


gi 1845577 


Mus musculus 


-lipoxygenase 


2559 


74 


2184 


gi30047223 


Mus musculus 


Arachidonate lipoxygenase, 
epidermal 1 


2557 


74 


2184 


gi3645913 


Mus musculus 


-lipoxygenase 


2559 


74 


2185 


gi 10439485 


Homo sapiens 


unnamed protein product 


481 


87 


2185 


gil2853469 


Mus musculus 


unnamed protein product 


395 


62 


2185 


gi 18027736 


Homo sapiens 


AF3 18322 1 unknown 


330 


50 


2186 


gil4198207 


Mus musculus 


hypothetical protein BC008163 


1599 


98 


2186 


gil9343692 


Homo sapiens 




1625 


100 


2186 


gi7294965 


Drosophila 
melanogaster 


CG4452-PA 


615 


40 


2192 


gi22209089 


Homo sapiens 


Similar to vesicular inhibitory 
amino acid transporter 


308 


98 


2192 


gi30354125 


Mus musculus 


Viaat protein 


308 


98 


2192 


gi31566392 


Homo sapiens 


Vesicular inhibitory amino acid 
transporter 


308 


98 


2193 


gi22507470 


Mus musculus 


AI413481 protein 


997 


92 


2193 


gi3097285 


Rattus norvegicus 


ZOG 


481 


48 


2193 


gi802014 


Rattus norvegicus 


preadipocyte factor 1 


481 


48 


2194 


gil488314 


Homo sapiens 


hepatitis delta antigen 
interacting protein A 


442 


49 


2194 


gil8088059 


Mus musculus 


E030025D05Rik protein 


1622 


83 


2194 


gi6624073 


Homo sapiens 


AC007743_1 similar to 
hepatitis delta antigen 


1903 i 


94 
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interacting protein A 






2195 


gi 14250638 


Homo sapiens 


AAH08783 Similar to DNA 
segment, Chr 17, human 
D6S54E 


1886 


99 


2195 


gi3941733 


Mus musculus 


AAC82476 BAT4 


1453 


-ic 
/O 


2195 


gi4337106 


Homo sapiens 


AAD 18082 BAT4 


1886 


yy 


2196 


gil5277895 


Homo sapiens 


AAH 12939 Similar to 
cardiotrophin-like cytokine; 
neurotrophin- 1/B-cell 
stimulating factor-3 


1 OUT 

1226 


1 c\c\ 
1UU 


2196 


gi 16356643 


Homo sapiens 


cardiotrophin-like cytokine 


1ZZO 


i no 

1UU 


2196 


gi6007643 


Homo sapiens 


neurotrophin- 1/B-cell 
stimulating factor-3 


1226 


100 


2197 


gil5982236 


Mus musculus 


putative methionyl 
aminopeptidase 


lUoy 


yz 


2197 


gi23306398 


Arabidopsis thaliana 


, putative 


739 




2197 


gi24899771 


Arabidopsis thaliana 


, putative 


fjy 


jU 


2198 


gil3592175 


Leishmania major 


AC084329 1 ppg3 


iyo 


Z4 


2198 


gi28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
Ppg3 


180 


24 


2198 


gi5420387 


Leishmania major 


proteophosphoglycan 


202 


24 


2199 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-hke protein 
5 


4151 


91 


2199 


gi21410402 


Mus musculus 


PYRIN-containing APAFl-like 
protein 5 


1191 


54 


2199 


gi28436366 


Homo sapiens 


NALP6 


4151 


91 


2200 


gil 1321325 


Homo sapiens 


AF311862 1 Lin-7b 


684 


98 


2200 


gi20381193 


Homo sapiens 


Lin-7b protein; likely ortholog 
of mouse LIN-7B; mammalian 
LIN-7 protein 2 


684 


98 


2200 


gi3885828 


Rattus norvegicus 


Hn-7-A 


O/i 


yo 


2201 


gi!4349125 


Homo sapiens 


alpha2-glucosyl transferase 


567 


97 


2201 


gi32490259 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBb0ll6K07.l 


1 O 1 

181 


46 


2201 


gi35 13451 


Rattus norvegicus 


potassium channel regulator l 




yo 


2202 


gil3325140 


Homo sapiens 


AAH04383 


2693 


100 


2202 


gi35768 


Homo sapiens 


polypirimidine tract binding 
protein 


2693 


1 f\t\ 

100 


2202 


gi35774 


Homo sapiens 




2693 


1 Arv 
100 


2203 


gi21 522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2203 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 


98 


2203 


gio752658 


Homo sapiens 


Arle6Uo4_l epidermal growtn 
factor repeat containing protein 


zyo4 


OR 

yo 


2204 


gi21522776 


Homo sapiens 


unnamed protein product 


2998 


98 


2204 


gi24047224 


Homo sapiens 


Similar to EGF-like-domain, 
multiple 6 


2982 


98 


2204 


gi6752658 


Homo sapiens 


AF186084_1 epidermal growth 
factor repeat containing protein 


2984 


98 


2205 


gil 1385648 


Homo sapiens 


AF273045J CTCL tumor 
antigen sel4-3 


3622 


95 


2205 


gi 17980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3858 


95 


2205 


gi29165763 


Mus musculus 


363 2413B07Rik protein 


3261 


75 
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laenuiy 


22Uo 


gll 1 -5ojo4o 


Homo sapiens 


ann gen sc if- j 






2206 


gil7980969 


Homo sapiens 


AF454056 1 sel4-3r protein 


3858 


95 


2206 


'OA i £cna 

gl29 165763 


Mus musculus 


jo3241jdU /kik protein 


3201 


75 


2207 


•ill OC/T/IO 

gll 1385648 


Homo sapiens 


Ar2/jU4D_i uii^.l» tumor 
an u gen sei*rO 


i6ii 

3 022 


yj 


2207 


gil7980969 


Homo sapiens 


AF454056_1 sel4-3r protein 


3858 


95 


2207 


gi29 165763 


Mus musculus 


3632413B07Rik protein 


3261 


75 


2208 


gill385648 


Homo sapiens 


At2/3U4j_1 CI tumor 
antigen sel4-3 


Jo 22 


yo 


2208 


gil7980969 


Homo sapiens 


At4j4Ujd_i sei4-jr protein 


3o0o 


Q< 


2208 


gl29 165763 


Mus musculus 


1611 At ITJrtlDJV »vr^+^ir» 

Joi24 1 juu /kik protein 


17£1 
3201 


/D 


2209 


gll 40432 11 


Homo sapiens 


A A TUA*7Cn/1 Cim<1n* T> TV T7XT 

AAriU/oy4 similar to KlisJSiN 
cDNA4931428F04gene 


Q7< 

y/j 


07 

y/ 


2209 


gi2 1 750866 


Homo sapiens 


unnamed protein product 


y/D 


Q7 

y/ 


2209 


gl25058997 


Mus musculus 


111 AAAOXT1 OTJJlr nx^fAivi 

111 UUU3IN 12Kjk protein 


041 


02 


2210 


gil9387136 


Homo sapiens 


AF479748_1 PYRIN- 
containing APAFl-like protein 

c 

D 


3078 


100 


2210 


gi202806 


Rattus norvegicus 


vasopressin receptor 


969 


67 


2210 


gi28436366 


Homo sapiens 


NALP6 


3078 


100 


2211 


gil3 157560 


Homo sapiens 




2246 


AA 

99 


2211 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


2246 


99 


2211 


gi2 1908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


Oil A 

2230 


AO 

9o 


2212 


■ t o CA1 1 TC 

gi 13592 175 


Leishmania major 


A PAO/IT1A 1 

AC0o432y_l ppg3 


loo 


1A 
34 


2212 


gll 5 145803 


Chlamydomonas 
reinhardtii 


hydroxyproline-rich 
glycoprotein Vi>r4 


1 <n 
IjU 


2o 


2212 


gD42U3o / 


Leishmania major 


proteophosphoglycan 


1 r 7 
10 / 


17 
J 2 


2213 


gll 5420879 


Mus musculus 


ArJ y oy I l_ 1 anKynn repeat- 
containing julo dox protein 
10 


1 QQ/Z 




221 J 


gi i ouj i y4v 


Mus musculus 


oULo dox protein aod-ib 


fins 

oUo 




77 1 1 

2213 


gl 1 ol/y22UU 


Homo sapiens 


a pa noon 1 aqr in 


zuoz 


01 


771 A 
2214 


glj2/U/ 


Homo sapiens 


lmeneron-omega i 


T*1 




77 1 A 

2214 


glJoooUU 


Homo sapiens 


interferon- al pha 




«1 
J 1 


2214 


gi491284 


synthetic construct 


LFN-pseudo-omega 2 


806 


99 


11 1 c 

2215 


r^iCOA 1 CCA 

gi6841550 


Homo sapiens 


ArlOlMJ 1 oordo4 


1 *QA 

ioy4 


yy 


2215 


gi6841560 


Homo sapiens 


At?1£1C10 1 UOD/"M <CH 

ArlolDlol HorCloy 


1 £Lf\A 
10U4 


1 AA 
IUU 


2215 


gi9844577 


Homo sapiens 




1601 


99 


2216 


gil 1493483 


Homo sapiens 


AF130117 4S PRO2550 


A AO 

408 


net 
19 


2216 


gil 872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


352 


HA 

74 


LC ID 


gl /UZU*mU 


riomo Sapiens 


uiinaiiicu piuicm pruuucL 


DyD 


7fi 


2217 


gi22658418 


Mus musculus 


cDNA sequence BC030934 


365 


71 


2217 


gi28838433 


Homo sapiens 


DKFZp762A2013 protein 


443 


87 


2217 


gi30842594 


Homo sapiens 


putative sulfhydryl oxidase 
precursor 


360 


74 


2218 


gi!2958660 


Homo sapiens 


AF321918_1 acid phosphatase 


573 


89 


2218 


gil2958663 


Homo sapiens 


AF32 1918_4 acid phosphatase 
variant 3 


573 


89 


2218 


gi202934 


Rattus norvegicus 




207 


43 


2219 


gil5866260 


Homo sapiens 


AF411132 1 MRIP2 


2479 


97 


2219 


gi29476839 


Homo sapiens 


Similar to centaurin, gamma 2 


2124 


98 
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Hpcni*infl nn 

UCStl IJJUU11 
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ZZl? 




TTrvmn can? pne 1 


MRIP2 protein 


2466 


97 


9990 
zzzu 


m1SRfi69fiO 


nuilIU aafJldJa 


AF411132 1 MRIP2 


2479 


97 


999n 
zzzu 


<ri9Q476JttQ 

gIZ7*r/OOJi/ 


T-fnmn cunipnc 

nuuiu octpiciio 


Similar to centaurin, gamma 2 


2124 


98 


2220 


gi30354556 


Homo sapiens 


MRIP2 protein 


2466 


97 


0001 
zzzl 


glOooozoU 


Homo sapiens 


AF41 1 1 ^9 1 MRTP2 

Aft 111 DZ. L VfU\±X 


2479 


97 


zzzl 


gizy4/oo:>y 


riomo sapiens 


Similar to cpntnitrin Oflmtna 7 
Olilllloi \\j v til La ill in j gamma x* 


2124 


98 


zzzl 




riomo sapiens 




2466 


97 


llll 


gllDoODZOU 


Homo sapiens 


AF411119 1 MRTP2 

/\JT*t 111 JZ JL 1Y1XVA1 JL, 


2479 


97 


zzzz 


gizy4/oojy 


norno sapiens 


^Similar \c\ p^Titmirin mmYnn 2 
Ljlltlllal IAj L-t«lliaLU in j gaiiiuia 


2124 


98 


llll 


gUUJj4D30 


Homo sapiens 


MRTP9 nrnfptn 

1Y1IVI.L Z fJIULClil 


2466 


97 


2223 


rwi 1 O/l 1 *7AO 

gll54l/Uz 


Macaca fascicularis 


IClLllnl dipilo A loUlUlHI 


655 


83 


1115 


glzoizUyz 


Pongo pygmaeus 


1 CI 111 111 aipila piULCiii 


745 


94 


2223 


gi2655944 


Papio anubis 


fertilin alpha-I 


661 


85 


2224 


gll7887359 


Oryctolagus 
cuniculus 


iipopniim /vuz 


248 


54 


zzz4 


gWlU Illy 


Homo sapiens 


Imft'nniliTi A 
llfJUpLUUIl A 


454 


100 


2224 


gi4107231 


Homo sapiens 


lipophilin B 


267 


60 


2225 


gl I SOzjl 


Homo sapiens 


prec ere o ei nn 


lO J 


48 


2225 


gi6942096 


Mus musculus 


CBLN3 


472 


90 


2225 


gi6942098 


Mus musculus 


AF218380 1 CBLN3 


472 


90 


2226 


gi 18255724 


Mus musculus 


LOUz 1 5y2o protein 


171 


Zo 


2226 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2226 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


2227 


gi 18255724 


Mus musculus 


L0C2 15928 protem 


131 


Zo 


2227 


gi21750370 


Homo sapiens 


unnamed protein product 


917 


85 


2227 


gi28460663 


Rattus norvegicus 


Na+ dependent glucose 
transporter 1 


185 


30 


2228 


gi5726236 


multiple sclerosis 
associated retrovirus 
element 


gag polyprotein 


173 


3i 


2228 


gi5726238 


multiple sclerosis 
associated retrovirus 
element 


A C1O1001 1 nnn nntimf Alain 

Arlzieo i_i gag polyprotein 


1£1 


D 1 


2228 


gi8272464 


Homo sapiens 


AF156961 1 gag 


191 


56 


2229 


gilzyo4/4b 


Mus musculus 


A 1711 ££19 1 r»*»iirr*nii1 

ivr j l oo i z i neuronal 

peniraxin receptor 




88 


Illy 


gizzjJzoJ 


— : 

Rattus norvegicus 


neuronal pcniraAiii icvcpiui 


2250 


88 


Illy 


gl4 1 OU I y 1 


Homo sapiens 




2559 


99 


ZzoU 


gUl /UOlD 


Mus musculus 


nnp4 


1520 


95 


zzJU 


gl4/oU/5Z 


Mus musculus 


Ton m/1 


1520 


95 


2230 


giyyuyo l / 


Gallus gallus 


teneurin-4 


i j jj 




2232 


ml/1 1 O/IOOI 

gii4iz4yy3 


Homo sapiens 




232 


83 






Mnc musculu'? 

1TLUO illUOvUlUa 


4930553F24Rik protein 


210 


74 


2232 


gi7716100 


Rattus norvegicus 


AF226993J selective LIM 
binding factor 


213 


76 


2233 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2233 


gi24417793 


Mus musculus 


mucolipin 2 


804 


92 


2233 


gi24417795 


Homo sapiens 


mucolipin 2 


857 


99 


2234 


gi20987535 


Mus musculus 


Mcoln2 protein 


804 


92 


2234 


gi24417793 


Mus musculus 


mucolipin 2 


804 


92 


2234 


gi244 17795 


Homo sapiens 


mucolipin 2 


857 


99 


2235 


gi22477432 


Homo sapiens 


DKFZP762N2316 protein 


1002 


100 


2235 


gi27370669 


Homo sapiens 


Similar to REl-silencing 


159 


36 
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S__score 


Percentage 

Tffon+itv 

xueniiiy 








Transcription iacior 






ZZoD 


glHUJUZU 


— 

Mus musculus 


cn-z/iacz* iusion proLcin 


**^ft 


07 
y** 


zzio 


fri 1 1 QQO, 1 7fi 

gii iyyu izo 


Camelus 
dromedarius 


chymosin 
_ . — . 


7QA 




T}^8 
ZZJO 


m/101 Q57 

gi*f y i y»>z 


synthetic construct 


preprocnyroosin 


7Q1 


OJ 


ZZdo 


gl/UvoUZJ 


v^aiiiinnx jaccnus 


procnymosin 


^14 

jH 


01 
y i 


ZZjy 


giz t jjoyj** 


fiomo sapiens 


exiraceiiuiar suiiaiasc oubr-z 


JUU 


IvKf 


ZZoy 


glZ/ J 


mus muscuius 


exuraceiiuiar suiiaiasc ouur-z 




on 
y\t 


2239 


gi29165845 


Mus musculus 


Extracellular sulfatase SULF-1 


375 


70 


zz4U 


glZ/lZ40/l 


Homo sapiens 


Zn-carboxypeptidase 


8*77 
O// 


yo 


2240 


gi2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


2240 


•o o DO A 1 /T1 

giJzooOloi 


Homo sapiens 




a on 
48 / 


cc 
JJ 


2241 


gi27124671 


Homo sapiens 


Zn-carboxypepti dase 


877 


96 


2241 


gi 2960072 


Homo sapiens 


procarboxypeptidase B 


488 


55 


2241 


gi32880163 


Homo sapiens 




487 


rr 
JD 


2242 


gi 11545705 


Homo sapiens 


ISCU1 


663 


99 


2242 


gil 1545707 


Homo sapiens 


ISCU2 


845 


100 


2242 


gi20381021 


Mus musculus 


Nifu-pending protein 


807 


96 


2243 


gil 75 12406 


Mus musculus 


differential display and 
activated by p53 


188 


52 


2243 


gi25166615 


Homo sapiens 


AF223000J DDA3-like 
protein 


427 


56 


2243 


gi25 166621 


Homo sapiens 


AF322891_1 DDA3-like 
protein 


427 


56 


2244 


gi 15990480 


Homo sapiens 


-binding protein 2 


1200 


99 


2244 


gi21961217 


Homo sapiens 


-binding protein 2 


11 A A 

1200 


AA 

99 


2244 


1 1 AC A 

gi222 13050 


Mus musculus 


B2303 13N05KIK protem 


i i on 

1 189 


ni 

97 


2245 


gi204058 


Rattus norvegicus 


extracellular signal-related 
kinase 3 j 


1497 


62 


2245 


gi23903 


Homo sapiens 


63kDa protein kinase 


2886 


98 


2245 


gi27882123 


Danio rerio 


Similar to mitogen-activated 
protein kinase 4 


1670 


61 


11 /I £ 

zz4o 


mlyf /f 1 T71 1 

glz441 //ll 


— : 

Homo sapiens 


nesprin-2 


IK. A 

JD4 


1 AA 


11/1 £ 

Zz4o 


gizoiyoo/y 


Homo sapiens 


nesprin-2 alpha 2 


3j4 


1 AA 


11/1£ 

zz40 


gizoiyjooi 


Homo sapiens 


nesprin-2 beta 2 




1 AA 


2248 


gil9353133 


Mus musculus 


Clq-like 


560 


80 


Zz4o 


gizoyyoouu 


Mus musculus 


bimuar to C iq-luce \ 


oyz 


yo 


11 /I o 


gl3z401227 


Homo sapiens 


AF525315_1 Clq-domam 
containing protein 


711 


nn 

99 


2249 


gu4718648 


Homo sapiens 


allantoicase 


AiTI 

967 


AA 

99 


224y 


^lAAOHCOA 

gizuyo /Oob/ 


Homo sapiens 


Similar to allantoicase 


lloz 


AA 

99 


zz4y 


giyzzoboy 


Mus musculus 


A 1311 Oil 1 1 _ 11 „ 4. * 

Ar 2787 12 1 allantoicase 


nil 

932 


IO 

78 


11 C A 

2250 


gll5ol7341 


Homo sapiens 


LAG-3 protein precursor 


2796 


99 


ZZJU 


gijUOJ 110/ 


Homo sapiens 


LrAOJ protein 


10ft£ 


oo 
yy 


2250 


gi579596 


Homo sapiens 


lymphocyte protein 


2634 


98 


2251 


gi!3810285 


Rattus norvegicus 


guanine nucleotide 
release/exchange factor 


5807 


91 


2251 


gi2522208 


Homo sapiens 


Ras-GRF2 


6407 


99 


2251 


gi5882290 


Homo sapiens 


Ras guanine nucleotide 
exchange factor 2 


6401 


99 


2252 


gi22038159 


Homo sapiens 


AF527605 1 ziziminl 


7984 


100 


2252 


gi28374168 


Mus musculus ' 


AA959601 protein \ 


7520 


93 


2252 


gi31419757 


Mus musculus 


AA959601 protein 


7520 


93 


2253 


gi 10433672 


Homo sapiens 


unnamed protein product 


1325 


89 
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gnj7Z030UD 


Homo sapiens 


nypoineucai protein ri_jizz*fz 


13Z3 


ftO 

oy 


2253 


gi23272394 


Homo sapiens 


KCTD2 protein 


728 


67 


2254 


gll4U41oy / 


Homo sapiens 




333U 


QA 


2254 


gi21594273 


Homo sapiens 




3371 


95 


2254 


gi25303955 


Homo sapiens 




3371 


95 


2255 


gil438532 


Rattus norvegicus 


rAl 


393 


51 


2255 


gil438534 


Rattus norvegicus 


rA9 


857 


70 


2255 


gi9438033 


Homo sapiens 


AF254411_1 ser/arg-nch pre- 
mRNA splicing factor SR-A1 


386 


51 


2256 


gil438532 


Rattus norvegicus 


rAl 


393 


51 


2256 


gil438534 


Rattus norvegicus 


rA9 


857 


70 


2256 


gi9438033 


Homo sapiens 


AF254411_1 ser/arg-rich pre- 
mRNA splicing factor SR-A1 


386 


51 


2257 


gil 872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


242 


58 


2257 


gi3002527 


Homo sapiens 


neuronal thread protem AD7c- 
NTP 


283 


59 


2257 


gi32486167 


Homo sapiens 


AD7C-NTP 


283 


59 


2258 


gil265285l 


Homo sapiens 


A AT T f\r\ 1 TO a • f_ ■ 

AAH00178 potassium channel 
modulatory factor 


1987 


100 


225 8\ 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


2258 


gi7677058 


Homo sapiens 


AF155652_t potassium 
channel modulatory factor 


1983 


99 


2259 


gi27695389 


Mus musculus 


MGC58017 protein 


1050 


97 


2259 


gi28558964 


Human herpesvirus 4 
type z 


nuclear antigen-3B 


138 


28 


ILoy 


gl3U4olo4o 


Homo sapiens 




ooU 


cc 
JD 


2zo0 


•1111 oo o n 

gil H iyz3y 


Rattus norvegicus 


Ah3l3453_l synaptotagmin 13 


TOO 

lyl 


00 


2260 


gil4210274 


Rattus norvegicus 


AF375466_1 synaptotagmin 13 


792 


86 i 


2260 


gi21410154 


Mus musculus 


synaptotagmin 13 


779 


84 


2261 


gil 1342591 


Mus musculus 


RanBP7/importin 7 


5301 


97 


2261 


gi32330683 


Mus musculus 


importin 7 


5313 


97 


2261 


gi3800881 


Homo sapiens 


RanBP7/importin 7 


5333 


98 \ 


2262 


gil 7939650 


Homo sapiens 


AAH19302 hypothetical 
protein FLJ12525 


3660 


97 


2262 


gil 8676522 


Homo sapiens 


FLJ00158 protem 


1599 


100 


2262 


gi27462078 


Homo sapiens 


AF ll 6730 l MSTP060 


3629 I 


94 


2263 


gi28981429 


Mus musculus 


Ddefl protein 


879 


94 


2263 


gi4063614 


Mus musculus 


ADP-nbosylabon factor- 
directed GTPase activating 
protein isoform a 


879 


94 


2263 


gi4406393 


Bos taurus 


differentiation enhancing factor 
1 


876 


94 




glOiOUU 


— — ; — 

Human herpesvirus 1 


KJLZ 


1 10 


1*7 
3 / 


2264 


gi59557 


Human herpesvirus I 


immediate early protein 


139 


37 


2264 


gi59833 


Human herpesvirus 1 


ffiUO 


139 


37 


2265 


gil3872813 


Homo sapiens 


fibulin-6 


513 


29 


2265 


gil4575679 


Homo sapiens 


AF156100 1 hemicentin 


513 


29 


2265 


gi9280405 


Homo sapiens 


AF245505 1 adlican 


1462 


46 


2266 


gi 15 145797 


Sus scrofa 


basic proline-rich protein 


178 


25 


2266 


gi27348769 


Bradyrhizobium 
japonicum USDA 
110 


blr0521 


191 


29 


2266 


gi30844278 


Cercopithecine 


very large tegument protein 


178 


25 ! 
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Xlll__LLJ 


Species 
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^jscore 


PArpatifoiTA 
X VI CcUUtgtJ 

Trlpnfifv 






T '• i 

herpesvirus 1 








oofn 
ZZO / 


ot9 174000*5 

gizi /*+oyoo 


Homo sapiens 


Uiiiidrncu piuicm pxuuuv/t 


198 

IZO 


65 


9967 
zzo / 


oi**9914S 


norno Sapiens 


T^-ni^ll frro\x/tVl fnptnr 


129 


71 


9968 
ZZDO 


<ri91748Q8l 
gizi / toy 00 


nomo sdpicnb 


UlUialllCU piUlClll plUUUk/l 


128 


65 


2268 


gi522145 


Homo sapiens 


B-cell growth factor 


129 


71 


zzoy 


£ll:JDzyz4o 


Homo sapiens 


uentnn d 


RAO 
of Z 


inn 




gDUjozzlD 


Homo sapiens 




RAO 
o4Z 


inn 


zzoy 


rrilO^ 0/1061 

gljU0o4o0I 


synthetic construct 




otz 


inn 


zz/U 


glJ14jJZJO 


Homo sapiens 


iM/vvjiijj lUJi / protein 


9950 


Q1 


ZZ/U 


gijz4yzyu / 


Homo sapiens 


selenoprotein \j 


9910 


01 


zz/U 


glOO /ZZ3U 


Homo sapiens 




1 768 
I /Oo 


08 


2271 


gi31455256 


Homo sapiens 


IMAGE351 03 17 protein 


2259 


91 


2271 


gj32492907 


Homo sapiens 


selenoprotein O 






2271 


gi6572230 


Homo sapiens 




1768 


98 


2272 


gi2 1928729 


Homo sapiens 


seven transmembrane helix 
receptor 


661 


Art 

99 


2272 


gi6693701 


Homo sapiens 


i ni A T70 O 1 t I„ 

AF1477881 melanopsm 


661 


rtrt 
99 


2272 


gi6693703 


Mus musculus 


AF147789_1 melanopsin 


529 


83 


2273 


gi20072741 


Mus musculus 


E430025L02Rik protein 


538 


81 


2273 


gi2104856 


Rattus norvegicus 


platelet glycoprotein V 


143 j 


41 


2273 


gi439296 


Homo sapiens 


garp 


166 


43 


2274 


gil5487302 


Homo sapiens 


medium-chain acyl-CoA 
synthetase 


727 


97 


2274 


gil5706421 


Homo sapiens 


middle-chain acyl-CoA 
synthetase 1 


111 


97 


2274 


gi5019275 


Bos taurus 


xenobiotic/medium-chain fatty 
acid:CoA ligase form XL-III 


529 


70 


2275 


gil5077826 


Homo sapiens 


AF394782J rap guanine 
nucleotide exchange factor 


2149 


100 


2275 


£20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange factor PDZ-GEF2 


2149 


100 


2275 


gi6650766 


Homo sapiens 


AF1 17947 J PDZ domain- 
containing guanine nucleotide 
exchange factor I 


2149 


100 


2276 


gil5077826 


Homo sapiens 


AF394782_1 rap guanine 
nucleotide exchange factor 


2149 


100 


2276 


gi20386206 


Homo sapiens 


AF478567_1 PDZ domain- 
containing guanine nucleotide 
exchange tactor ru£-\jhr2 


2149 


100 


2276 


gi66507 66 


Homo sapiens 


Ar 1 1 /y4 i_\ yYjL domain- 
containing guanine nucleotide 
exchange factor I 


2149 


1 Art 

100 


0111 
ZZ / / 


CTi1'lCQ917'*C 

giu^yzi 1 j 


jL>eisnmania major 


/\L*uo £ fjzy_i ppgj 


16*? 


90 
zy 


2277 


gi5420387 


Leishmania major 


proteophosphoglycan 


163 


26 


2277 


gi5420389 


Leishmania major 


proteophosphoglycan 


151 


30 


2278 


gi 18676788 


Homo sapiens 


unnamed protein product 


875 


88 


2278 


£21779866 


Mus musculus 


AF458068 1 IL-17RE 


234 


38 


2278 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2279 


gil8676788 


Homo sapiens 


unnamed protein product 


875 


88 


2279 


gi21779866 


Mus musculus 


AF458068 1 IL-17RE 


234 


38 ' 


2279 


gi21779869 


Homo sapiens 


AF458069 1 IL-17RE 


875 


88 


2280 


gi 14 150450 


Rattus norvegicus 


AF241241_1 UDP- 
GalNAc:polypeptide N- 


197 


85 
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1 — ; : — ; ~z 

acetyl galactosammyltransierase 

TO 






228U 


rrtO^eAQOO/i 

glZD5UyZ/4 


— - ; 

Homo sapiens 


polypeptide N- 

aCciyigalaCLUbdininyi U dllblCI ai>C 
IV/ 


01 Q 

z iy 


07 


ZZ6u 


m*9R96R676 
glZoZOoO/O 


nomo sdpicnb 


KJ L/JT-rN— duciy iraiyjlla 
tralnri'Acaminp'nnlvrtPntirfe T*J— 

gala^l>USKUIllllC>|JVl jy^y 

acetvl palactosamin vltransferase 
10 


21 9 


97 


99R1 


tril 7^4577 




or£1176 


1087 


99 


2281 


gi28629348 


Escherichia coli 


SopA 


1087 


99 


2281 


gi42431 


Escherichia coli 




1087 


99 


ZZoZ 


gll d I toy O 


Homo sapiens 


/ - YR_r»a/TV»M*ir»_9 

wij-caQiicrin-z 


S40 




2282 


gi30171995 


Homo sapiens 


cadherin-24 


990 


100 


2282 


gi30171998 


Homo sapiens 


cadherin-24 variant 


990 


100 


2283 


gi 1377895 


Homo sapiens 


/"YD An/)Uan'« 1 

UJo-caanenn-z 




CI 


2283 


gi30171995 


Homo sapiens 


cadherin-24 


ooo 


ion 


2283 


gi30171998 


Homo sapiens 


cadherin-24 variant 


oon 




2284 


gil398903 


Mus musculus 


Ca2+ dependent activator 
protein for secretion 


1303 


89 


2284 


gi21541504 


Homo sapiens 


AF458662_1 calcium- 
dependent activator protein for 
secretion protein 


1185 


83 


2284 


gi577428 


Rattus norvegicus 


Ca2+-dependent activator 
protein; calcium-dependent 
actin-binding protein 


1247 


85 


zZoS 


gil /zy 


. 

Homo sapiens 


putative dipeptidase 


3ZO 




ZZOD 


mill O^l/M 


Homo sapiens 


putative metallopeptidase 


ZOj 


<tR 

JO 


22 85 


™"ao/ioAc 1 c 
gl3Z4yUDXJ 


Mus musculus 


putative membrane-bound 
dipepti dase-3 


04^ 
Z4D 




ZZoo 


gll 14y3ojZ 


-— ; 

Homo sapiens 


Arzuu/uo__i caicium cnannei 

UlUCtVCl ICololoJll'C JJiUlCIll 

CCBR1 


91£R 
Z lOO 


100 


99R6 
ZZoD 


m 1 1004790 
gl Loyj/t/zV 


l -J r\ry~i r\ campnc 

numu oapiciio 


AP959R79 1 pvctinp/alntnmntp 


2168 


100 


99R6 


ot150R9/*52 


Hnmn QnTMPTiQ 

I lLHilU oaJJitllo 


A AH 12087 member 1 1 


2168 


100 


2287 


gil7028348 


Homo sapiens 


DKFZP586G1517 protein 


3748 


100 


99R7 


<ri909R7Q94 


Affile TTHlCflllllC 

IVlUo IllUdCUlUa 


941 0004T 1 SRik nrntein 


3473 


92 


99R7 
ZZO / 


<ri9Q6194/>5 


\/Tiic miicmiluc 


94 1 0004T 1 ST? \V nrntei n 


1R1Q 

JO 17 


92 


99RR 


m10^S9QR7 


numu oaJJiciio 


Similar to K"IA A041^ nrntem 


6283 


97 


99RR 
ZZoo 


m9RR74^7 


nuiIlU aapiCIlo 


ITT A A 04^^ 




OR 


99RR 
ZZOo 


OT-2lA18fi4R 
glJ i*t 1 oo**o 


\Aiie mite/Milne 




4016 


95 


99R0 
ZZ07 


ai 94061 707 




vj/vr-reidicu imciauuiig paiuici 
to E12 


766 


RR 


2289 


gi26334941 


Mus musculus 


unnamed protein product 


783 


89 


2289 


gi4240257 


Homo sapiens 


KIAA0884 protein 


725 


75 


2290 


gi20269957 


Sus scrofa 


AF498759_1 phospholipase C 
delta 4 


166 


96 


2290 


gi21307610 


Mus musculus 


phospholipase C delta 4 


158 


90 


2290 


gi571466 


Rattus norvegicus 


phospholipase C delta-4 


151 


84 


2291 


gil2839717 


Mus musculus 


unnamed protein product 


238 


62 


2291 


gil6552885 


Homo sapiens 


unnamed protein product 


382 


92 


2291 


gi26327387 


Mus musculus 


unnamed protein product 


238 


62 


2292 


gi 18480 1 86 


Mus musculus 


olfactory receptor MOR261-6 


1330 


81 



\ 
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2292 


gi32052343 


Mus musculus 


olfactory receptor 
GA_x6KU2 1 /rib9-43o41o0- 
43e3zZo 


1330 


81 


2292 


gt9368991 


Homo sapiens 




1 1fV7 

139/ 


GO 

yy 


2293 


gi29791964 


Homo sapiens 


_ . — _ 

Thrombospondin 4 


2097 


1 AA 

100 


2293 


gi3 11626 


Homo sapiens 


thrombospondin-4 


2090 


99 


2293 


gi4895079 


Mus musculus 


thrombospondin 4 


2047 


96 


2294 


gi24460119 


Mus musculus 


AF327451_1 JNK-associated 
leucine-zipper protein 


6108 


95 


2294 


gi24460121 


Homo sapiens 


AF327452_1 JNK- associated 
leucine-zipper protein 


6282 


98 


2294 


gi31 16015 


Homo sapiens 


sperm specific protein 


3848 


100 


2295 


gi2 1654741 


Homo sapiens 


peptide/histidine transporter 


2861 


100 


2295 


gi2208839 


Rattus norvegicus 


peptide/histidine transporter 


2484 


87 


2295 


gi33126130 


Homo sapiens 


peptide/histidine transporter 


2826 


99 


2296 


gi 19353264 


Homo sapiens 


Similar to dishevelled 
associated activator of 
morphogenesis 2 


193 


34 


2296 


gi2224703 


Homo sapiens 


KIAA0381 


291 


50 


2296 


gi30268369 


Homo sapiens 


hypothetical protein 


291 


50 


2297 


gi22760046 


Homo sapiens 


unnamed protein product 


918 


95 


2297 


gj27769l20 


Homo sapiens 


Similar to hypothetical protein 
FLJ30921 


918 


95 


2297 


gi334 17243 


Mus musculus 


B2303 1211 8Rik protein 


621 


62 


2298 


gil2655913 


Homo sapiens 


AF2275I6 1 sprouty-4A 


494 


97 


2298 


gi 12655915 


Homo sapiens 


AF227517 1 sprouty-4C 


413 


100 


2298 


gi29747900 


Mus musculus 


Sprouty homolog 4 


347 


83 


2299 


gi29692498 


Mus musculus 


NAAG- peptidase n 


3438 


87 


2299 


gi3211746 


Sus scrofa 


folylpoly-gamma-glutamate 
carboxypeptidase 


2813 


70 


2299 


gi4539525 


Homo sapiens 


\f A A T A rv TT j * 

NAALADase II protein 


3872 


99 


2300 


gi21 750009 


Homo sapiens 


unnamed protein product 


501 


100 


2300 


gi23092685 


Drosophila 
melanogaster 


CG7020-PA 


150 


76 


2300 


f 1 ACS 

gi235 12248 


Homo sapiens 


Similar to DISCO Interacting 
Protein 2 


238 


56 


2301 


gi21410507 


Mus musculus 


Plxnb2 protein 


465 


75 ! 


2301 


gi60l02ll 


Homo sapiens 


semaphorin receptor 


225 


47 


2301 


gi9885259 


Homo sapiens 


AF149019_1 plexin-B3 


228 


47 


2302 


gi 11692802 


Homo sapiens 


AF320294 1 ABCG8 


287 


88 


2302 


♦ ■* r Ann r a r\. 

gil5088540 


Homo sapiens 


AF324494 1 sterolm-2 


287 


88 


2302 


gil5146444 


Homo sapiens 


AF351824 1 sterolin-2 


287 


88 


2303 


gi 12652851 


Homo sapiens 


AAH00178 potassium channel 
modulatory factor 


1987 


100 


2303 


gi26453336 


Homo sapiens 


FIGC1 


1983 


99 


2303 


gi7677058 


Homo sapiens 


AF155652_1 potassium 
channel modulatory factor 


1983 


99 


2305 


gi24430369 


Mus musculus 


MMAC8 


280 


47 


2305 


gi31338848 


Mus musculus 


MAIR-Ia 


285 


46 


2305 


gi31338850 


Mus musculus 


MAIR-Ib 


280 


47 


2306 


gi31414326 


Homo sapiens 


MHC class I antigen 


1941 


99 


2306 


gi33187148 


Homo sapiens ! 


HLA-A2 


1941 


99 


2306 


gi403144 


Homo sapiens 


MHC class I lymphocyte 
antigen 


1941 


99 
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2307 


gi21667214 


Homo sapiens 


AF465767J 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2307 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2307 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2308 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2308 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2308 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2309 


gi21667214 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


90 


2309 


gi32490539 


Homo sapiens 


RY2G5 


191 


2y 


2309 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


oo 1 
231 


■JO 

51 


2310 


gi2l6672l4 


Homo sapiens 


AF465767_1 
bactericidal/permeability- 
increasing protein-like 3 


743 


AA 

90 , 


2310 


gi32490539 


Homo sapiens 


RY2G5 


191 


29 


2310 


gi57732 


Rattus rattus 


potential ligand-binding 
protein 


231 


32 


2311 


gil3529158 


Homo sapiens 


AAH05349 


1137 


AA 

yy 


2311 


gi529514 


Sus scrota 


neuronal endocrine protein 


1073 


94 


2311 


gi77 18079 


Homo sapiens 


neuroendocrine protein 7B2 


1 1 on 

1129 


AA 

99 


2312 


gi 15029903 


Mus musculus 


Similar to proline-rich protein 
BstNI subfamily 2 


175 


31 


2312 


gi31746553 


Caenorhabditis 
elegans 


Collagen protein 51 


171 


35 


2312 


gi32698037 


Caenorhabditis 
elegans 




174 


35 


2313 


gl 13543081 


Mus musculus 




claudm 6 


QOO 


/u 


OQ 1 1 

2515 ! 


gl4 128041 


Homo sapiens 


claudin-9 protein 


1 1 i a 
1 1 10 


1UU 


OO 1 1 

2313 


,»ivl^OCOA/C 

gi432529o 


Mus musculus 


claudin-y 


lU/o 


SO 


OO 1 A 

2314 


gil8o7oo3o 


Homo sapiens 


i?r taao 1 o „. A i«:_ 

r U UU2 1 o protein 


D /4 


OX 

yj 


2314 


gi4587895 


Rattus norvegicus 


AF072509_1 glutamate 
receptor interacting protein 2 


667 


84 


T3 1 A 

2314 


glOOUl-Oj 


Rattus norvegicus 


glutamate receptor interacting 
protein 2 


00/ 


QA 

c$4 


O'i 1 c 

15 1> 


gizi4yo44z 


Rattus norvegicus 


disabled- 1 


OQfY7 


yO 


2315 




Homo sapiens 


disabled- 1 


ZOO J 


AO 

yy 


i j 




nUIHU bapiCilb 


AF9frtS47 1 Hi^nMpH-l 
nriOjJt/ 1 UlbaUlCU-l 




0Q 

yy 


2316 


gi 16877456 


Homo sapiens 


AAH16974 


493 


100 


2316 


gi208 10324 


Homo sapiens 




493 


100 


2316 


gi26351033 


Mus musculus 


unnamed protein product 


444 


91 


2317 


gil5430703 


Homo sapiens 


AF362953_1 testis specific 
serine/threonine kinase 2 


1854 


99 


2317 


gi2738898 


Mus musculus 


protein kinase 


1684 


89 ! 


2317 


gi33590489 


Rattus norvegicus 


serine/threonine kinase 22B 


1755 


92 


2318 


gil2963879 


Homo sapiens 


prostaglandin D synthase 


998 


100 | 


2318 


gil3543568 


Homo sapiens 


PTGDS protein 


998 


100 


2318 


gil89772 


Homo sapiens 


prostaglandin D2 synthase 


998 


100 
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SEQ_ID 


115+ IT* 

rllt_JLU 


Species 


1/ escnp 11 on 




jrerceni*ige_ 
Tdpntitv 

JLU Cll U \,J 


OQ 1 o 


tril A^^l Q 
gl l*f3JO / 10 


— : 

Homo sapiens 


AF006464 18 similar tn 

I\I^\j\J KTIK^T 1 O OllllilCU \\J 

HAGH 


656 


99 


9^10 


pi 14336766 


riuinu sapiens 


AE006639 8 

h vdroxvac vl glutathione 

hydrolase 


339 


47 


2319 


m20988885 


A/fiio mn^cnlus 

IViliJ UlUOvUlUO 


2810014I23Rik protein 


583 


78 


9390 


cn 1339783*. 


£ JAJ111U OdfJICllO 


annexin A13 isoform b 


1245 


98 


9190 




Hnmn <jarripn^ 


intestine-specific annexin 


1252 


98 


9390 


gl f-J 1 i o*t 


dills icuuiiicu 10 


annexin XI lib 


1151 


91 


2321 


gi204222 


Rattus norvegicus 


GABA transporter protein 


2124 


90 j 


9391 


oi9 1 707Q0R 




mem Her 1 

, Hlwl.il l/wi. 1 


2132 


99 


2321 


gi31658 


Homo sapiens 


GABA transporter 


2117 


99 




m9nifti 966 


xiomo sapiens 




602 


90 


2323 


gi440127 


Rattus norvegicus 


cerebroglycan 


548 


81 




•rot 1010 


Homo sapiens 


A P1 A^.967 1 rr1\/niVan_6 

nfl U J ZO / I gi ypicdii-u 




47 


2324 


gil8676470 


Homo sapiens 


FLJ00132 protein 


1361 


100 


2324 


glly3440oo 


Mus musculus 


l /uuuooriUoKiK protein 


94 fi^ 


7d 


2324 


gi23274106 


Mus musculus 


2700038E08Rik protein 


2403 


74 


2325 


gi25396387 


Homo sapiens 


alpha 2,6-sialyItransferase 


467 


98 


2325 


gi27650880 


Homo sapiens 


beta-galactoside alpha-2,6- 
sialyltransferase 


Ann 
467 


00 
yo 


2325 


gi45275 1 


Gallus gallus 


Gal beta 1,4 GlcNAc alpha 2,6- 
sialyl transferase 


268 


CO 
DO 


2326 


gil3344995 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 1 


2004 


99 


2326 


gil3344997 


Homo sapiens 


Cat Eye Syndrome critical 
region protein isoform 2 


2001 


100 


2326 


gi27503696 


Homo sapiens 


Similar to cat eye syndrome 
chromosome region, candidate 
5 


2001 


100 


2327 


■ 1 f\ n% m a e\f\c 

gl 13344995 


Homo sapiens 
: . 


Cat Eye Syndrome critical 
region protein isoform 1 


ZUU4 


yy 


0*5 O"? 

2327 


gii3344yy/ 


Homo sapiens 


Cat Eye Syndrome critical 
region protein laoiorm l j 


9AA1 


1 AA 


0107 
JL5ZI 


giz/ jvjoyo 


nomo sapiens 


oiiruidr 10 cat eye bynuroiiic 
Lnroiiiubuiuc icgiuii, c-aiiuiudic 

5 


9001 


100 


939R 


«n 2025.92 




nrealnh a-2-m aerot?l obul i n 


238 


40 


939R 


<n671 RfA 
giu/ iou*t 


frallnc oallnc 

VJa.1 1 Lio gollUo 


nvntnarrriirlnhiilin nvostatin 


230 


40 


939K 


giu / 1 OUJ 


\j ai IUj goiius 


nvnmnprotrlnhiilin ovostatin 


230 


40 


9390 


01*909 599 


Wattiic nArvpoipiic 
jvuiiua iiuivvgivuo 


nrpnl nh a -9 -m aero <r1 nhi 1 1 i n 

[JlGalfJliCV lllOVl UglUUUUIl 


238 


40 


9399 


oi671S64 

glvl/ loir? 


Online online 


nvnmarrnfflnhiilTn nvD^tatin 


230 


40 


9390 


glU/ IOUJ 


Online online 
VJallud gall Us 


nvnmarrftOflnhiil in nvo^tatin 

\J V KJl 1 Id^l v/gl VJVLlilll} UVvOUIVllI 


230 


40 


2330 


gi202592 


Rattus norvegicus 


prealpha-2-macrogl obulin 


238 


40 


2330 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2330 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi202592 


Rattus norvegicus 


prealpha-2-macrogl obulin 


238 


40 


2331 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2331 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi202592 


Rattus norvegicus 


prealpha-2-macrogl obulin 


238 


40 


2332 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2332 


gi67i865 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2333 


gil4789873 


Mus musculus 


Es31 protein 


508 


70. 


2333 


gil7512361 


Mus musculus 


esterase 31 


508 


70 
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SEQID 


HitJD 


Species 


Description 


S — score 


Percentage_ 
laenniy 


2555 


gi2y4/oco3 


— - 

Mus musculus 


oimiiar to esterase d i 


ft, 

O lO 


oy 


Oil A 

2334 


giiyyuylzo 


Homo sapiens 


Ar4oyDZo_i uansiormmg 

orrrtirrti fi»f»tAr-bpta bin Hint* 
grow in laLiui ucLa uuiiuiig 


1 fid 
loV 


inn 




glZU/ZoO 


K3.UUS nOiVeglCUb 


TOT? lv>fa macVintr nrntf»in 
lnrcrp en bun it 








gijjyj*to 




trsmcf Arming <rrowtfi fantnr- 
beta 1 bindinp nrotein Drecursor 


189 


100 


9^6 


gllJOOlJO 


friilluc valine 


ill J V/lllwOlll 


429 


37 




^1418919 


T-Tattia QantPTiQ 


iVTvomesin 2 


439 


36 






Wattia canipn<! 


1 65kD nrotein 


439 


36 


2339 


gi!2655442 


Homo sapiens 


keratin associated protein 4.2 


706 


86 


9^Q 


cri1965<,d.fift 
gllZOj.JfDU 


xiorno Sapiens 




732 


86 


9HQ 

Zj jjr 


gi IZOJJt'OH 


nomo sapiens 


V^rcitiTi c^ccAfint^H x^rntpiTi id. 1 S 


761 


99 




tri19fiS^449 




Ifpratin nccAfintpH nrotfMn 4 9 
HGiaUll aooUwlalCU piviw-ii "t.z» 


706 


86 


2340 


gi 12655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


Z.54U 


gIlZ0.)j404 


Homo sapiens 


KClaUn oooUClalCU piOlCliI H.LJ 


/U 1 


yy 


Zj41 


gllZO.>j44Z 


Homo sapiens 


Keratin associaiea protein *r.z 


/v/O 


ou 


2341 


gil2655460 


Homo sapiens 


keratin associated protein 4.12 


732 


86 


^1 A 1 


gll2CO->404 


Homo sapiens 


keratin associated protein 4.15 


/01 


0Q 

yy 


2342 


gll57220o4 


Homo sapiens 






yy 


2342 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


1288 


63 


2342 


gi506431 


Homo sapiens 


lysosomal acid lipase 


1288 


63 


2343 


gi 15 722084 


Homo sapiens 




1 0*2A 


yy 


2343 


gi434306 


Homo sapiens 


lysosomal acid lipase; sterol 
esterase 


12oo 


05 


2343 


gi50643 1 


Homo sapiens 


lysosomal acid lipase 


1 TOO 

12Ko 


05 


2344 


gi20152322 


Homo sapiens 


putative G-protein coupled 
receptor 


1570 


100 


2344 


gi32526601 


Homo sapiens 


OrKC5L) 


ID /o 


1 AA 

1UU 


2344 


gi81 18040 


Homo sapiens 


AF209923J orphan G-protein 
coupled receptor 


1570 


100 


2345 


gi 17224598 


Homo sapiens 


AF293615 J blood dendritic 
cell antigen 2 protein 


1147 


95 


2345 


gi 17225337 


Homo sapiens 


A K 32 j 4 j y 1 dendritic lectin 


t 1 A1 

114/ 


yj 


2345 


gi 17225339 


Homo sapiens 


Ar3254oU_l dendritic lectin b 
isoform 


y53 


o2 


234o 


gll /z245yo 


: 

Homo sapiens 


Ar2yjoij_i olood dendritic 
cell antigen 2 protein 


1 1 ydT 

1 14/ 


yj 


2346 


gll 1225557 


Homo sapiens 


Ar32^4jy 1 dendritic lectin 


1 1 AH 

1 14/ 


yj 


AtL 

2346 


gl 17225339 


Homo sapiens 


Ar3234ou_l dendritic lectin D 
isoform 


yj5 


o2 


Zj4/ 


cri91 Q9Q1 1 0 

gizi yzy i iy 


nomo Sapiens 


coifpn franempmKrQnp ri/^l 1 v 

acven u aiibiiiciiiui due nciiA 

receptor 


l JOO 


inn 


2347 


gi2792016 


Homo sapiens 


olfactory receptor 


1393 


100 


2347 


gi4092819 


Homo sapiens 


BC319430 5 


1386 


100 


2348 


gi2589172 


Rattus norvegicus 


mucin Muc3 


308 


36 


2348 


gi28436742 


Mus musculus 


Muc3 protein 


295 


37 


2348 


gi5911169 


Homo sapiens 


AF147790_1 transmembrane 
mucin 12 


719 


81 


2349 


gi3549152 


Homo sapiens 


R29124 1 


180 


36 


2349 


gi8101840 


Papio hamadryas 


AF259559_1 

carcinoembryonic antigen- 


182 


35 



WO 2004/080148 



PCT/US2003/030720 



276 
TABLE 2 B 



SEQJU) 


HitJD 


Species 


Description 


S_score 


Percentage^ 
Identity 








. ; 

family cell adhesion molecule 
w; CJtsACAMw 






2349 


gi8101856 


Cercopithecus 
aethiops 


AF259567J 

carcinoembryonic antigen- 
iamuy ceil aGnesion rnoitxuic 
1-1- rFAPAMI 


179 


33 


ZjMJ 


gjz/yz*tiuz 


ivius muscuius 


911 007*\M1 ^Rik nrotein 


944 


68 


2350 


gi29436830 


Mus muscuius 


2310075M15Rik protein 


944 


68 


2350 




Homo sapiens 


afzuuj^to i m ci ail ui i la- 
associated antigen MG50 


040 


VJ / 


2351 


giz/yz4iuz 


Mus muscuius 


Z J 1 UU / D1VI 1 DxvlK pr oiein 


044 


\jo 


2351 


gi29436830 


Mus muscuius 


23 10075M15Rik protein 


944 


68 


2351 


gi62 73399 


Homo sapiens 


AKZ0UJ4o_l melanoma- 
associated antigen MG50 




o/ 


2352 


gi 10435 776 


-— : 

Homo sapiens 


unnamed protein product 


1 1 jZ 


00 


2352 


gi32451j85 


Homo sapiens 




OO 1 


60 


2352 


gi7264653 


Mus muscuius 


AF1 80470 1 Kiaa0575 


694 


62 


2353 


gl202 19008 


Chlamydomonas 
reinhardtii 


Ar3y41ol_l coilea-coil 
flagellar protein 


9SO 
ZoU 


90 

Z5/ 


Zo.)J 


m11AQHH\ 1 

glZJ4y //ll 


Plasmodium 
falciparum 3D7 


xVJdu i h ozo^jfy rnoptry proicin, 
putative 


140 

my 


9^ 


2353 


gl5457/yi 


Pyrococcus abyssi 


smcl chromosome segregation 
protein 


1 ^o 

1 JU 


99 


Z354 


gllZ004j 1 1 


Homo sapiens 


i orsm iamny j, memoer a 


143R 


100 


2354 


gil4043167 


Homo sapiens 


Torsin family 3, member A 


1438 


100 


2354 


gi 15079904 


Homo sapiens 


1 orsm tamily 3, member A 


1 A1B 


inn 


2356 


gi!5076843 


Homo sapiens 


AF233450_J pecanex-like 
protein 1 


948 


72 


2356 


gil8157547 


Mus muscuius 


AF237953_1 pecanex-like 3 


1325 


98 


2356 


gi 6650377 


Mus muscuius 


Ar0yoz«so_l pecanex 1 


y4o 


/l 


2357 


gi 15076843 


Homo sapiens 


AF233450_1 pecanex-like 
protein 1 


Ai4 O 

y4o 


/Z 


2357 


gil 8157547 


Mus muscuius 


ArZi/y!>3_l pecanex-ince J 


1 JZD 


OS 

yo 


2357 


gi6650377 


Mus muscuius 


AF096286_1 pecanex 1 


948 


71 


2358 


gi 1872200 


Homo sapiens 


alternatively spliced product 
using exon 13A 


zyu 


/Z 


2358 


gi25 80578 
f 


: 

Homo sapiens 


■ iUi/iin'f/Min TDD *v%r\+lP V 

ubiquitous irKmotn, Y 
isoform 






ZJDo 


gio_> /zz/y 


— : 

Homo sapiens 


uoiquiious 1 1 iv rnoiii proicin 
Y isoform 


JU 1 


70 




gHZU43D0/ 


Homo sapiens 


unc-yj relaxed proiein 


1 S44 


07 


2359 


gil7390915 


Mus muscuius 


unc93 homolog B 


1350 


85 


23:>y 


glZJZ / 1 /40 


Mus muscuius 


Unc93b protein 


1 1^0 
1 JJU 


oD 


9^60 


oil ^000461 
gi l J? yvH\j i 


Ilnmn raniPnc 

numu sapicno 


AAT-T1S619 riri(T fincrpr nrAtpin 

25 


2465 


100 


2360 


gil8490513 


Mus muscuius 


Rnf25 protein 


1983 


82 


2360 


gi29179411 


Mus muscuius 


Ring finger protein 25 


1988 


82 


2361 


gil4714684 


Mus muscuius 


28 10423E13Rik protein 


632 


83 


2361 


gi33086578 


Rattus norvegicus 


Ab2-276 | 


385 


82 


2361 


gi7295255 


Drosophila 
melanogaster 


CG8596-PA 


307 


46 


2362 


gil6930383 


Pan troglodytes 


AF383 169 J leukocyte 
immunoglobulin-like receptor e 


172 


38 


2362 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


179 


33 
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2362 


gi65 63042 


Homo sapiens 


ArlU9ooi_l leukocyte- 
associated Ig-like receptor lb 


179 


Z4 


2363 


gi 169303 83 


Pan troglodytes 


Arieoloi/_l leukocyte 
lrnmunoglobulin-like receptor e 


1 IZ 


DO 


2363 


gi32396010 


Bos taurus 


immunoglobulin A Fc receptor 


179 


33 


2363 


gi65 63042 


Homo sapiens 


AJ 4 109oc3_l leukocyte- 
associated Ig-like receptor lb 


1 *7A 

1 iy 


1/t 

/A 


2364 


gi21595190 




Mus musculus 


1^1 AAA 1 A 1 HT>\\r n.ntai'n 

zj 1UUU1AI /Kik protein 




QQ 
70 


2364 


gj2170712c 


Homo sapiens 


Ran binding protein 1 1 


J/U 


1UU 


2364 


gi 66506 12 


Homo sapiens 


AU1111AA 1 DonKJti^n/r 

At llli uy_ l Kan binding 
protein 11 




1 fin 
1UU 


ii cn 

2367 


*i i A(\1 /1 1 A 

gil 1493419 


: 

Homo sapiens 


ArliUll/ ij rKUloo/ 


IOC 


j 1 


2367 


gi6690223 


Homo sapiens 


AF090928 1 PRO0470 


118 


50 


2367 


gi6855613 


Homo sapiens 


AF1 13685 1 PRO0974 


154 


51 


2369 


gi3002527 


Homo sapiens 


neuronal thread protein AD7c- 
NTP 


404 


A O 

48 


2369 


gi32486167 


Homo sapiens 


AD7C-NTP 


404 


48 


2369 


gi6650810 


Homo sapiens 


AF1 18094 21 PRO 1902 


258 


64 


2370 


gil3278391 


Mus musculus 


RIKEN cDNA 9430015G10 


595 


71 


2370 


gi 14250646 


Homo sapiens 


FLJ20584 protein 


803 


98 ) 


2370 


gi7020791 


Homo sapiens 


unnamed protein product 


834 


99 


2371 


gil6588454 


Homo sapiens 


AF312374_1 AGTRAP protein 


823 


100 


2371 


gil6878260 


Homo sapiens 


AAH17328 Similar to 
angiotensin II, type I receptor- 
associated protein 


116 


95 


2371 


gi9621816 


Homo sapiens 


AF165187_1 ATRAP 


822 


99 


2372 


gi 12330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2372 


gil79862l6 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2372 


gi21961652 


Mus musculus 


contactin associated protein 4 


539 


82 


2373 


gi 12330704 


Mus musculus 


AF333770_1 cell recognition 
molecule CASPR4 


539 


82 


2373 1 


gii7986216 


Homo sapiens 


AF333769_1 cell recognition 
molecule CASPR3 


633 


97 


2373 


gi21961652 


Mus musculus 


contactin associated protein 4 


539 


82 


2374 


gil 1041469 


Macaca fascicularis 


UDP-GalNAc: polypeptide N- 
acetylgalactosaminyl transferase 


1116 


63 


2374 | 


gi2 1552746 


Homo sapiens 


AF410457_1 putative 
polypeptide N- 

acetyl galactosami nyl transferase 


1670 


100 


2374 


gi2 1552969 


Mus musculus 


AF467979_1 Williams-Beuren 
syndrome critical region gene 
17 


1656 


98 


2375 


gil6198335 


Drosophila 
melanogaster 


SD08329p 


41 1 


47 


2375 


gi23092707 


Drosophila 
melanogaster 


CG17090-PA 


411 


47 


2375 


gi23092708 


Drosophila 
melanogaster 


CG17090-PB 


411 


47 


2377 


gil4571502 


Homo sapiens 


calcium-promoted Ras 
inactivator 


1022 


81 


2377 


gil5680152 


Homo sapiens 


AAH14420 


317 


41 


2377 


gi4 185294 


Homo sapiens 


rasGAP-activating-like protein 


289 


36 I 


2379 


gil5128105 


Mus musculus 


AF397008_ 1 nephronectin 


737 


82 
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apeciea 




ft cpnrp 


Pprrpntapfi 
Identity 


2379 


pi 1 5430246 


A/fill milQ/Ml1ll.<! 


nephronectin short isoform 


737 


82 


2379 


ei 15430248 


Mu<3 ttilkcuIus 

1VJLUO lllUOwlilUJ 


nephronectin long isoform 


737 


82 




oi 16041 675 


Hnmn qaimmi^ 


AAH15704 joined to JAZF1 


2131 


99 


2380 


pi 17862954 


FlmQnnlii 1 a 
melanopaster 


SD04959D 


311 


31 


2380 


ei28839713 




Similar to joined to JAZF1 


363 


81 


2381 


gi29387355 


Xenopus laevis 




263 


28 


9181 


pi1949649 




alnba 1 tvDe I collapen 


297 


28 


2381 


pi"4 140029 




alnha 1 tvoe I collagen 


277 


27 


9189 






TAFA3 


481 


100 


2382 


gi32967237 


Homo sapiens 


TAFA3.2 


619 


100 


ZJoZ 




ivius museums 


TAFA1 




89 
oz 


2383 


gi32967231 


Homo sapiens 


TAFA3 


481 


100 


2383 


gi32967237 


Homo sapiens 


TAFA3.2 


619 


100 


23 83 


gl32yo /243 


Mus mus cuius 


IATAj 




89 
oZ 


2384 


gUU443yo/ 


Homo sapiens 


Ar 2oooiu_i i rttso protein 


2yo 


ou 


2384 


gi20306274 


Homo sapiens 


testicular haploid expressed 
gene 


298 


60 


2384 


gi7416134 


Homo sapiens 


testis-specific gene 


298 


60 


2385 


gi 18480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2385 


gi2 1928655 


Homo sapiens 


seven transmembrane helix 
receptor 


i a n 

1427 


t\f\ 
90 


2385 


gi32052225 


Mus musculus 


olfactory receptor 
GA_x6K02T2P3E9-434 1 246- 
434025 1 


1336 


80 


2386 


gil 8480746 


Mus musculus 


olfactory receptor MOR261-10 


1336 


80 


2386 


gi2 1928655 


Homo sapiens 


seven transmembrane helix 
receptor 


1427 


90 


2386 


gi32052225 


Mus musculus 


olfactory receptor 

/-» a •^£vn^ r ronoT2f\ aia^^ac 
CjA_xoK02 Izr 3by-434 1246- 

A 1 A AO O 1 

434020 1 


1336 


80 


2387 


gil3937888 


Homo sapiens 


AAH07052 Similar to 
heterogeneous nuclear 
ribonucleoprotein C 


196 


97 


238/ 


gl3 3 


Homo sapiens 


nnKiNr C2 protein 


iyo 


y / 


2387 


gi4139l88 


Mus musculus 


heterogeneous nuclear 
nbonucleoprotein 01/U2; 
hnRNP C1/C2 


190 


95 


23oo 


gi 19025 9 


Homo sapiens 


neuron-specific protein 


333 


1 AA 
1UU 


T2 OO 

23 88 


giiyu2oi 


Homo sapiens 


21 icua protein 


333 


1 AA 
1UU 


2388 


gp05/7 


Rattus norvegicus 


reading frame 1 


331 


y<s 


2389 


gil4573319 


Homo sapiens 


AF334755 1 interleukin-1 
HY2 


818 


100 


918G 
23 


gl 143/3321 


Homo sapiens 


Ar334/30 i mteneuKin- 1 
HY2 


81 8 
O lo 


inn 

1UU 


2389 


gil 8025344 


Homo sapiens 


interleukin-1 receptor 
antagonist-like FIL1 theta 


804 


98 


2390 


gi27694303 


Homo sapiens 


Similar to keratin, hair, acidic, 
6 


694 


69 


2390 


gi3724099 


Homo sapiens 


type I hair keratin 1 


692 


69 


2390 


gi3724114 


Homo sapiens 


type I hair keratin 6 


694 


69 ! 


2391 


gi32488718 


Oryza sativa 
(japonica cultivar- 
group) 


OSJNBa0088H09.19 


121 


41 
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S_score 


Percentage^ 
identity 


2393 


gil4595019 


Homo sapiens 


keratin 6 irs 


362 


98 


Ziyj 


gjZ/yUljZZ 


Homo sapiens 


keratin 6 irs3 


DO I 


ys 


Ziyi 


glZ/yUl3Z4 


Homo sapiens 


keratin 6 irs4 




y3 


Z394 


gi n uoooyo 


Homo sapiens 


Ar lyj iyz_l matrix 
metalloprotease MMP-27 


3U/ 


1 An 
IUU 


2394 


gil200o3o4 


Tupaia belangeri 


AF281673_1 matrix 
metaIloproteinase-27 


ACQ 


yi 


2394 


gi3511149 


Gallus gallus 


matrix metalloproteinase 




fin 


2395 


gil 1066090 


Homo sapiens 


AFl95l92_l matrix 
metalloprotease MMr-2 / 


507 


100 


2395 


gil2006364 


Tupaia belangeri 


AF281673_1 matrix 
metalloproteinase-27 


458 


91 


2395 


gj35 1 1 149 


Gallus gallus 


matrix metalloproteinase 


353 


60 


2396 


gi24710913 


Homo sapiens 


suppressor of fused 


2599 


100 | 


2396 


gi5739507 


Homo sapiens 


AF175770_1 suppressor of 
fused 


2594 


99 


2396 


gi6689894 


Homo sapiens 


AF159447_1 Suppressor of 
Fused 


2599 


100 


2397 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2397 


gi21667212 


Homo sapiens 


AF465766_1 
bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2397 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2398 


gil9526647 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


2019 


99 


2398 


gi28175624 


Mus musculus 


RIKENcDNA 1810007P19 
gene 


1704 


86 


2398 


gi7303522 


Drosophila 
melanogaster 


CG13178-PA 


214 


29 


2399 


gi 195 26647 


Homo sapiens 


AF462348_1 oxidored-nitro 
domain-containing protein 


2019 


99 


zjyy 


glZM /30Z4 




Mus musculus 


KIKJoJN CUNA lolUUU/rly 
gene 


1 /U4 


oo 


zjyy 


gJ/JUJjZZ 


urosopnua 
meianogasier 


ryil **17ft PA 


01 A 
J.YH 


70 

zy 


ZHUU 


gizu / zy / / 


Homo sapiens 


puiaiive pi ju 


13 i 


mn 

IUU 


Z4UU 


mHQ77 1 

gi.}:)y / / 1 


Homo sapiens 


UKrZ 


151 
13 i 


1 Aft 
1UU 


Z4UU 


m*T*Q777 

gij jy / / / 


Homo sapiens 


L/rvr z contains a reverse 

frnn cpn'nf i co nnmoin 

UalioUripuibc UUilldlil. 


1 *\ 1 
13 1 


iftft 

IUU 


2402 


gil 1493483 


Homo sapiens 


AF130117 48 PRO2550 


303 


64 


940? 




TJnrn r\ CQnipnc 
nuiiiu oapiciib 




J 1 V/ 


57 


2402 


gi7770139 


Homo sapiens 


AF119917J3 PR01722 


289 


60 


2404 


gi 1403325 


Homo sapiens 


MACH-beta-1 


122 


92 


2404 


gi 1403327 


Homo sapiens 


MACH-beta-2 


122 


92 


2405 


gi 1799570 


Rattus norvegicus 


TIP120 


6200 


99 


2405 


gi29792160 


Homo sapiens 


TIP 120 protein 


6213 


99 


2405 


gi7688703 


Homo sapiens 


AF157326_1 TIP 120 protein 


6200 


99 


2406 


gil3016701 


Homo sapiens 


activating coreceptor NKp80 


1209 


97 


2406 


gi22449867 


Macaca fascicularis 


NKp80NK receptor 


1105 


87 


2406 


gi7188567 


Homo sapiens 


AF1 75206 J lectin-like 
receptor Fl 


1209 


97 
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Flit m 
nil 11/ 


opecies 


DescriDtion 


S score 


Percentage 
Identity 


it I/O 


d2l619190 

lvl/1 -7V7 


Hatha cflnipn<» 


-like lX-linked 


233 


80 


9408 


27695407 


IMiic inticpiiliiQ 

IVlUb HlliOlrUlUO 


Tbllx protein 


233 


80 


9408 


oi30353941 


HAtT>A QnnipriQ 


TBL IX protein 


233 


80 


2409 


tn 1280461 3 


Hattia canipn<? 


AAH01728 


670 


82 


9409 


tn 132791 13 


Haiti a caniPTi<5 


AAH04281 


670 


82 


2409 


m 14043598 


Hatha ^anipni 


AAH07776 


670 


82 


2410 


gil2804613 


Homo sapiens 


AAH01728 


670 


82 




trt 139701 13 


JT1U1I1U 0 dpi Clio 


AAH04281 


670 


82 


2410 


gi 14043598 


Homo sapiens 


AAH07776 


670 


82 


7A1 1 
Zfi 1 


m 1780461 
gl IZol/fOl J 


Hr»mrv CQm'pnc 

numu bapiciib 


AAH0172R 


670 


82 


OA^ i 
z41 1 




riomo sapiens 


A AH04981 


670 


82 


Z41 1 


gl i4U*0 Oyo 


Homo sapiens 


A AH07776 


670 


82 


7A1 7 
Z*tlZ 


gli J 15Z I J J 


riomo sapiens 


AF9 19937 1 HPHRP 


1816 


99 


2412 


gi!5929309 


Homo sapiens 


Phosphotriesterase related 


1824 


100 


i/i 1 1 
Z41z 


gizy /ylyjy 


Homo sapiens 


phosphotriesterase related 


1 894 
1 ozt 


100 


2414 


gi22539701 


Mus musculus 


4930506M07Rik protein 


2153 


93 


2414 


gi4778 


Saccharomyces 
cerevisiae 


Usol protein 


Zl J 


7T 
ZJ 


2414 


gi677198 


Saccharomyces 
cerevisiae 


putative 


217 


23 


2415 


gi27899969 


Homo sapiens 


unnamed protein product 


208 


66 


1/1 1 c 

z415 


#»hiaaai/ci 

giz /yuuzoz 


Homo sapiens 


unnamed protein product 


ZuO 


66 


2415 


gi6690248 


Homo sapiens 


AF090942_1 PRO0657 


192 


57 


2419 


gi 13377880 


Cricetulus 
longicaudatus 


ArJioU4i_l arginineiN- 
methyltransferase p82 isoform 


ZO 03 


oD 


2419 


gl 13377882 


Cricetulus 
longicaudatus 


Ar33o044_l argmine in- 
memyirransierase p / / isoiorm 


T^7A 


CO 


1/f 1 A 


m 1 0 Q*7A/I CI 

gllii$/y4D3 


Mus musculus 


cuina sequence d^a/uo /ud 






1/I1A 

z4zU 


• 1 /cancel 0 


Homo sapiens 


AAJtiu i*f oz pnospnaxicyi serine 
decarboxylase 


164S 


OA 

yy 


2420 


gil91185 


Cricetulus griseus 


phosphatidylserine 

UCvaTDUAyi aoC 


1544 ; 


93 


1/!1fl 

z4zU 


giz / D 1 1 U4z 


— — : ; 

Xenopus laevis 


0 miliar 10 pnospnauayisenne 




*>7 


ZHZl 


gl 1 


numu bdpiciio 


POT 9A1 


122 


28 


2421 


gi450394 


Homo sapiens 


alpha- 1 type II collagen 


122 


28 


Z4zl 


m"G100*\0 
gTiOWJU 


Homo sapiens 




199 


98 


7/177 
Z4ZZ 


gil jo/^HIj / 


T-T/^tvi r\ pom Anc 

numu adpicnb 


r* orpKr'l 1 TM*/\f ^1 n — 1 1 
CClCUIdl piOtClIl*! 1 


159 


75 


2422 


gi20987344 


Mus musculus 


LOC212904 protein 


618 


69 


2ALL 


giz*fyoUoju 


Homo sapiens 




76 S 


100 


i/in 
z4z3 


• 1 ic/ioa/ia 
gl l J!>4jy4U 


Homo sapiens 


— — — : — : : 

Hypothetical protein 






2423 


gil4035978 


Homo sapiens 


unnamed protein product 


2080 


98 


9493 


oil 6993351 


Haiti a canipnc 


A VI 04270 1 RbBP-35 


1419 


98 


2424 


gil8676660 


Homo sapiens 


FLJ00229 protein 


665 


99 


2424 


gi25955706 


Homo sapiens 


Similar to hypothetical protein 
MGC38041 


665 


99 


2424 


gi32484169 


Homo sapiens 




665 j 


99 


2425 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 


2425 


gi29293087 


Homo sapiens 


dipeptidyl peptidase 9 


410 


89 


2425 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


2426 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 
protein-2 


410 


89 
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cirn irk 


in* m 


Species 


L/escrjpiioii 


S__score 


Trienfitv 

1U CUlliJ 


9496 


<n9Q9Q^0R7 


riuiiiu bapiciia 


HirwMvHflvl npntidase 9 


410 


89 


9496 


glJJ IJJuJ 


iIUIUU oupicilo 


R26984 1 


476 


100 


2427 


gi27549552 


Homo sapiens 


dipeptidyl peptidase IV-related 

TYrntpJn-9 


410 


89 


9497 

Z*tZ / 


oi9Q9Q^nR7 

gIZ2r£7.>VO / 


nuinu oapivllo 


HinpntiHvl "npnti c\s\ Q 


410 


89 


2427 


gi35 13303 


Homo sapiens 


R26984 1 


476 


100 


949S 


gll 


nomo Sapiens 


Rihncnmsil nrnfpin S9^i 

JVlUUSUIIIdl {JIULClil 


ivy 


100 


Z4Zo 


giuz /yt4y 


Homo sapiens 


ruDOSomai proiein ozj 


160 
ioy 


100 

IV/v 


2428 


gil3436422 


Homo sapiens 


Ribosomal protein S25 


169 


100 


z4zy 


gizi /jo/jy 


Homo sapiens 


unnamed protein product 




Qfi 
yv 


z4zy 


giziz/UozZ 


Homo sapiens 




Z^tZ/ 


06 
yo 


2429 


gi6453538 


Homo sapiens 


hypothetical protein 


2061 


99 


2430 


gi 12652695 


Homo sapiens 


AAH00096 HtrA-like serine 
protease 


1611 


92 


2430 


gi5870865 


Homo sapiens 


serine protease 


1611 


92 


2430 


gi7672669 


Homo sapiens 


AF141305_1 serine protease 
Htra2 


1611 


92 


2431 


gi24078514 


Mus musculus 


AF454954 1 crossveinless-2 


561 


95 


2431 


gi32816043 


Mus musculus 


BMP-binding endothelial 
regulator precursor protein 


561 


95 


2431 


gi32892146 


Homo sapiens 


crossveinless-2 


595 


100 


2432 


gi 16502 169 


Salmonella enterica 
subsp. enterica 
serovar Typhi 


putative DNA methylase 


756 


85 


2432 


gi29 137981 


Salmonella enterica 
subsp. enterica 
serovar Typhi Ty2 


putative DNA methylase 


756 


85 


2432 


gi498768 


Serratia marcescens 


Deoxyadenosyl- 
methyl transferase 


337 


47 


2433 


gll 6974751 




Gall us gall us 




1 QA 

lo4 


A A 

44 


2433 


gi 19908346 


Gallus gallus 


chondrogenesis associated 
lipocalin 


137 


37 


2433 


gi22090638 


Gallus gallus 


lipocalin-type prostaglandin D 
synthase 


137 


37 


2434 


gi 1 7ljz/yl 


Nostoc sp. rCL, / lzl) 


asparaginyl-tRNA synthetase 


/DO 


A A 

44 


2434 


gl222yo2U0 


Thermosynechococc 
us eJongatus or- 1 


asparaginyl-tRNA synthetase 


Jo/ 


A 1 

41 


^AIA 

Z4.34 


gliUzoyzoO 


Bacillus anthracis str. 
Ames 


: — „ XTA r 

asparaginyl-tRNA synthetase 


1 /4 


A1 

43 


z43> 


gnzorouoi 


Homo sapiens 


AAxlUlJiSU 




QC 
oo 


245 j 


giz.Jj/4/oo 


Macaca fascicularis 


succinate dehydrogenase 
flavoprotein subunit 


joy 


on 

oy 




m'57<*Q1 7*1 
glj / jyl ID 


— : 

Homo sapiens 


succinate uenyarogenase 
flavonrotein subunit 


^9 


oo 


2436 


gi21928188 


Mus musculus 


GPI-gamma 4; GPIgamma4 


853 


67 


2436 


gi29747988 


Mus musculus 


GPI-gamma 4 


853 


67 


2436 


gi30931171 


Mus musculus 


GPIgamma4 protein 


853 


67 


2437 


gil5082311 


Homo sapiens 


AAH12061 -binding protein 3 


631 


98 


2437 


gi27503479 


Mus musculus 


Pcbp3 protein 


631 


98 


2437 


gi9957165 


Homo sapiens 


AF176329_1 alphaCP-3 


631 


98 


2438 


gil6553246 


Homo sapiens 


unnamed protein product 


254 


98 


2438 


gi21739662 


Homo sapiens 


hypothetical protein 


218 


88 


2438 


gi21752375 


Homo sapiens 


unnamed protein product 


218 


88 


2439 


gi 12804943 


Homo sapiens 


AAH01924 beta 


1660 


90 
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S_score 
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Identity 


2439 


gi 189762 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit 


1 C£L1 

1663 


Q1 

91 


2439 


gi 190792 


Homo sapiens 


pyruvate dehydrogenase El- 
beta subunit precursor 


loo J 


yi 


2440 


gil64851 


Oryctolagus 
cuniculus 


calsequestrin precursor 


iy03 , 


QO 

yZ 


2440 


gi26 18621 


Mus musculus 


— t — i — i 1 i '• 

skeletal muscle calsequestrin 


iyzi 




2440 


gi688292 


Homo sapiens 


calmitine; calsequestrine 


2012 


99 


2441 


gi 1177622 


Saccharomyces 
cerevisiae 


AUr 1001 


1 T7 
ill 


ia 
30 


2441 


gil3592175 


Leishmania major 


AC0o432y 1 ppg3 


1 01 


20 


2441 


gj28828184 


Dictyostelium 
discoideum 


similar to Leishmania major. 
Ppg3 


iyz 


OA 
20 


2442 


gi20380863 


Homo sapiens 


Similar to T cell receptor beta 
locus 


1364 


84 


2442 


gi307487 


Homo sapiens 


T-cell receptor beta 


1498 


93 


2442 


gi85 15902 


Homo sapiens 


T cell receptor beta chain 


1300 


O/l 

o4 


2444 


gil4599484 


Homo sapiens 


AF333952_1 small proline-rich 
protein 2B 


453 


98 


2444 


gi3367693 


Homo sapiens 


small proline-rich protein 


A*ZQ 

4-)o 


1 AA 

100 


2444 


gi3 85227 


Homo sapiens 


small proline-rich protein 2 


4j3 


QO 

y<> 


2445 


gil3876336 


Mus musculus 


. 11 • „ A c 

protocadhenn gamma A5 


40oi 


OA 


2445 


gi5456942 


Homo sapiens 


protocadherin gamma A5 


A1A A 

4744 


AA 

99 


2445 


gi5457072 


Homo sapiens 


AF152512_1 protocadhenn 
gamma A5 short form protein 


a i An 

4109 


1 AA 
100 


2447 


gi200962 


Mus musculus 


serine 1 ultra high sulfur 
protein 


202 


A* 

4D 


2447 


gi200964 


Mus musculus 


serine 2 ultra high sulfur 
protein 


zyo 


AO 


2447 


gi322o23 / 


. 

Homo sapiens 


ultra high sulfer keratin 


201 




244 o 


gl L4 /o44yy 


Homo sapiens 


zinc finger protein 


S40 


fsf% 


1AAQ 

244o 


gi 1304000 


Homo sapiens 


simiiano numan z*r i proxein. 






2448 


gi28204954 


Mus musculus 


Similar to zinc finger protein 


771 


70 


2450 


gil7223709 


Homo sapiens 


selenoprotein SelM 


235 


100 


2450 


gi 1 72237 ll 


Mus musculus 


selenoprotein SelM 


1 BO 

loo 


/o 


2450 


gi2635l995 


Mus musculus 


unnamed protein product 


i est 
iOZ 


nc. 
/O 


2451 


gi28848644 


Homo sapiens 


p02 protein 


101 

lot 


1 Afi 
1UU 


2451 


gi303545!0 


Homo sapiens 


TPT1 protein 


1 C 1 
1 0 1 


10U 


2451 


gi33285832 


Homo sapiens 


TCTP 


1 01 

lot 


1 AH 
10U 


2452 


gil3937829 


Homo sapiens 


AAH07016 


946 


100 


2452 


gi 18 606299 


Homo sapiens 




946 


100 


2452 


gi3360432 


Homo sapiens 


osteopontin 


946 


100 


2453 


gil4326586 


Homo sapiens 


AF386078_1 senne-cysteine 

proiciiiaoc llllllUllUI tlctUC 

member 1 


360 


92 


2453 


gil79130 


Homo sapiens 


antithrombin III 


360 


92 


2453 


gil8490839 


Homo sapiens 


, member 1 


360 


92 


2454 


gi37231 


Homo sapiens 


DNA topoisomerase II 


8439 


99 


2454 


gi3869382 


Homo sapiens 


DNA topoisomerase II beta 


8299 


99 


2454 


gi790988 


Cricetulus 
longicaudatus 




8167 


96 


2455 


gil881713 


Rattus norvegicus 


fatty acid transport protein 


222 


84 


2455 


gi20810561 


Mus musculus 


, member 1 


219 


82 


2455 


gi563829 


Mus musculus 


fatty acid transport protein 


219 


82 
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94^ 


glljZ/ /uZO 


ivius museums 


Knmotoff subunit 7a 


247 


57 


2456 


gil5215085 


Mus musculus 


Cops7b protein 


428 


98 


2450 


gUJUVl /O 


Mus musculus 


(~*fXPQ fivmnleY Qiihiinit 7h 


428 


98 


2457 


gil 80251 


Homo sapiens 


precerebellin 


183 


48 


2457 


gioy420yo 


Mus musculus 


pDT XT'! 


479 


on 


2457 


gi6942098 


Mus musculus 


AF218380J CBLN3 


472 


90 


2458 


gil7861952 


Drosophila 
melanogaster 


LD01947p 


196 


55 


2458 


gi31432182 


Oryza sativa 
(japonica cultivar- 
group) 


putative RIM2 protein 


158 


42 


2458 


gi7291183 


Drosophila 
melanogaster 


CG1826-PA 


196 


55 


2459 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


if r 

155 


32 


2459 


gi21667212 


Homo sapiens 


AF465766J 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2459 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protem/lipopolysaccharide- 
binding protein 


161 


36 


2460 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2460 


gi21667212 


Homo sapiens 


AF465766M 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2460 


gi28173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2461 


gi20387087 


Oncorhynchus 
mykiss 


like-2 


155 


32 


2461 


gi2 16672 12 


Homo sapiens 


AF465766_1 

bactericidal/permeability- 
increasing protein-like 2 


535 


100 


2461 


gi28 173296 


Cyprinus carpio 


bactericidal permeability- 
increasing 

protein/lipopolysaccharide- 
binding protein 


161 


36 


2462 


gl 10435035 


. 

Homo sapiens 


unnamed protein product 


1710 

1 / lo 


0£ 


2462 


gi 18257341 


Mus musculus 


Expressed sequence 
A w uou/u / 


1U44 


Oj 


2462 


giz4ojyzzy 


. 

Homo sapiens 


nypotneucai proiem ri_j i j i ju 


\ 1 LI 


07 


9464 






Putative neuronal cell adhesion 
molecule 


180 


94 


2464 


gi4206390 


Homo sapiens 


putative neuronal cell adhesion 
molecule 


180 


94 


2465 


gil2667401 


Homo sapiens 


AF326731 1 NUF2R 


2336 


99 


2465 


gi 143 17902 


Homo sapiens 


kinetochore protein Nuf2 


2336 


99 


2465 


gil 8043223 


Mus musculus 


NUF2R protein 


1744 


72 


2466 


gi23321257 


Homo sapiens 


ezrin-binding partner PACE-1 


3482 


97 


2466 


gi24209887 


Homo sapiens 


ezrin-binding protein PACE-1 


3381 


90 


2466 


gi29144929 


Mus musculus 


Ezrin-binding partner PACE-1 


2738 


75 


2467 


gi21634823 


Homo sapiens 


AF389428_ 1 semaphorin 6D 


1487 


97 
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isoform 3 






2467 


gi21634825 


Homo sapiens 


AF389429_1 semaphorin 6D 
isoform 4 


1487 


97 


2467 


gi2 1634827 


Homo sapiens 


AF389430_1 semaphorin 6D 
isoform 1 


1487 


97 \ 


1/lrfCQ 


s,' 1 I/In 

gll304314I 


. — 

Mus musculus 


010 /a^ proiein 


1211 
111 






glZlO/I IUj 


Homo sapiens 


Jt\AL»JZD 


Oil 


100 
IV/v 


2469 


gi23468352 


Homo sapiens 


Similar to RAD52B 


511 


100 


2469 


gi32967621 


Mus musculus 


2A 1 UUUoMzzxuK protein 


"21 1 
31 1 


oo 


2470 


gi28626251 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3c 


Zoy 


Ql 

yl 


2470 


gi2oo2o233 


. 

Homo sapiens 


calcium-permeable store- 
operated channel TRPM3d 




Ql 


2470 


gi28626255 


Homo sapiens 


calcium-permeable store- 
operated channel TRPM3e 




Ol 

yl 


2472 


gi20987880 


Mus musculus 


Hiovi U31 1 /KJK protein 


10UD 




2472 


gj2o204917 


Mus musculus 


Jtii ouiUjii /KJK protein 


ID?** 


/ 1 


2472 


gi4588087 


Homo sapiens 


AF095771J PTH-responsive 
osteosarcoma B 1 protein 


1864 


89 


2473 


gil3591434 


Homo sapiens 




413 


74 


2473 


gi 13591435 


Homo sapiens 




A 1 £L 

410 


o7 


2473 


gil9913471 


Homo sapiens 




/111 

413 


HA 
/4 


2474 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2474 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2474 


gi31871291 


Homo sapiens 


proton/amino acid transporter 1 


1263 


100 


2475 


gi28372402 


Homo sapiens 


truncated transmembrane 
transport protein 


1271 


100 


2475 


gi3 1324239 


Homo sapiens 


proton-coupled amino acid 
transporter 


1263 


100 


2475 


gi3i871291 


Homo sapiens 


proton/amino acid transporter 1 


1263 


100 


2476 


gill 138040 


Homo sapiens 


rat myomegalin mRNA is 
reported in Acc# 
AF1391 85~similar to rat 
myomegalin 


828 


97 


2476 


gjlll38042 


Homo sapiens 


rat myomegalin mRNA is 
reported in Acc# 
AF139185~similar to rat 
myomegalin 


1091 


93 


2476 


gi 19263586 


Homo sapiens 


similar to rat myomegalin 


1085 


93 


2477 


gil9263005 


Ciona intestinalis 


leucine-rich repeat dynein light 
chain 


367 


66 


2477 


gi2760161 


Anthocidaris 
crassispina 


outer arm dynein light chain 2 


338 


63 


2477 


gi7303901 


Drosophila 
melanogaster 


CG8800-PA 


265 


51 


2478 


gi 12666531 


Homo sapiens 


putative b,b-carotene-9 T ,10- 
dioxygenase 


917 


99 


2478 


gil4582265 


Homo sapiens 


AF276432_1 putative carotene 
di oxygenase 


930 


100 


2478 


gi27370671 


Homo sapiens 


Similar to beta-carotene 
dioxygenase 2 


930 


100 


2479 


gi!2666531 


Homo sapiens 


putative b,b-carotene-9',10- 
dioxygenase 


917 


99 
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2479 


gil4582265 


Homo sapiens 


AF276432J putative carotene 


930 


100 


2479 


gi27370671 


Homo sapiens 


Similar to beta-carotene 

rii rw \;rrpnocp 7 
UlUAygCDaoC X 


930 


100 


2480 


gi 10797 34 


. 

Mus musculus 


citron 


71 R 
/ lo 


07 
y / 


2480 


gi3008o970 


Homo sapiens 


rho/rac-interacting citron 
lcinase 


oyo 


yy 


2480 


gi3599509 


Mus musculus 


rho/rac-interacting citron 

KITInffP 


689 


97 


2481 


gi24980821 


Homo sapiens 


box polypeptide 26 


258 


100 


2481 


gl3 2485 107 


Homo sapiens 


nexin-related serine protease 
inhibitor 


711 




2481 


gi6062874 


Homo sapiens 


candidate tumor suppressor 
protein L>i\sEt 1 


7^B 
ZOO 


1UU 


2482 


gil33833o4 


— ; 

Homo sapiens 


claudin-1 


iuyj 


00 
yy 


2482 


gil5214678 


Homo sapiens 


AAH12471 claudin 1 


1095 


99 


2482 


gi7381083 


Homo sapiens 


Ar 1 34 1 oU 1 ciauam-l 


1 i\Q*\ 
LSJyj 


00 

yy 


2483 


gi22902436 


Mus musculus 


Sphingosine- 1 -phosphate 
phosphatase 1 


OlO 




2483 


gi23345324 


Homo sapiens 


sphingosine 1 -phosphate 
phosphohydrolase 2 


1513 


99 


2483 


gi29436890 


Mus musculus 


Similar to sphingosine- 1- 
phosphate phosphotase 2 


1406 


90 


2484 


gi2072977 


Homo sapiens 


putative plDU 


1 17 


70 

/y 


2484 


gi339771 


Homo sapiens 


UKrz 


1 17 
13 / 


7Q 
/y 


2484 


gi3 39777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


117 
13 / 


7Q 

fy 


2485 


gi2072977 


Homo sapiens 


putative pi 


1 17 
13/ 


70 

/y 


2485 


gi33977l 


Homo sapiens 


ORF2 


137 


79 


2485 


gi339777 


Homo sapiens 


ORF2 contains a reverse 
transcriptase domain. 


1 1*7 

13 / 


70 
/y 


2487 


gil8033l85 


Danio rerio 


AF330001_1 UNC45-related 
protein 


1491 


79 


2487 


'r\*i A*> £ A^ A 

gi27436424 


Mus musculus 


striated muscle UNU4D 


17 ^7 


o<; 
yo 


2487 


gi 27436426 


Homo sapiens 


striated muscle ujn<J4d 


1 onn 


OS 

y© 


2488 


gi26801 168 


Gallus gallus 


condensin complex subunit 


1 iin 
133U 




2488 


gi3851586 


Homo sapiens 


chromosome-associ ated 
protein-C 


1 1 01 
1 lz3 


£1 
03 


2488 


gi4092846 


Homo sapiens 


chromosome-associated 
polypeptide-C 


1 1 71 
11/3 


£1 
03 


2489 


gi2407911 


Homo sapiens 


CO!6 


1252 


99 


2489 


gi29437323 


Mus musculus 


Similar to cDNA tor 
differentially expressed CO 16 
gene 


lib 


4U 


Ah ay 


tri^ftl 1fY71 
glOU JL JU / 0 


A/f no mi i or»i t li l o 


U PIT |T 1 nrntpin 


141 


27 


2490 


gil3 157560 


Homo sapiens 




2246 


99 


2490 


gil8147612 


Homo sapiens 


metalloprotease disintegrin 


2246 


99 


2490 


gi21908030 


Homo sapiens 


a disintegrin and 
metalloprotease domain 33 


2230 


98 


2491 


gi!5 145793 


Sus scrofa 


basic proline-rich protein 


186 


34 


2491 


gi3858883 


Acanthamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 | 


2491 


gi4206769 


Acanthamoeba 
castellanii 


myosin I heavy chain kinase 


218 


37 


2492 


gil 136434 


Homo sapiens 


KIAA0187 _ 


198 


72 
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o/i no 


glzl41UlM 


Mus museums 


JLUUzl ioyj protein 


1 ID 


oz 


2492 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
xJMol nomoiog 


198 


72 


2493 


gi 13559063 


Homo sapiens 




747 


100 


2493 


gi24416538 


Mus musculus 


1 1f\f\f\f\A F»AAD«U **«*sv+aim 

1 70000 1 U09K1K protein 


/TO 1 
Oil 


70 


2493 


gi9963863 


Homo sapiens 


Ahzzo731 1 AJJUZo 


OOO 


oo 


2495 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


2495 


gi21 105301 


Mytilus 

galloprovincialis 


AF448525_1 precollagen-P 


152 


28 


2495 


gi23 88676 


Mytilus edulis 


_ 

precollagen P 


1 AQ 

14o 


70 

zy 


2496 


gi 15625 8 


Caenorhabditis 
elegans 


collagen 




0.1 
J J 


2496 


gj21 105301 


Mytilus 

gall opro vincialis 


At44odzd__1 preconagen-r 


1 *7 
IDZ 


78 
Zo 


2496 


giz3ooo7o 


Mytilus edulis 


— _ 

precollagen P 


1451 


7Q 

Z7 


2497 


gil56258 


Caenorhabditis 
elegans 


collagen 


139 


33 


z4y / 


™oi mcam 
glzl IIDJUI 


Mytilus 

galloprovincialis 


at44ojZj > _i precoiiagen-r 


ISO 

1 Ja 


7R 
zo 


2497 


gi2388676 


Mytilus edulis 


precollagen P 


148 


29 


o>4 no 


glZUJoUUDZ 


Homo sapiens 




^77 
J /z 


Dim 


2498 


gi20380522 


Mus musculus 


Col3ai protein 


368 


31 


2498 


'^ai AACSA1 

gi29 144943 


Mus musculus 


L/Oljai protein 


JDO 


- 

j i 


2499 


gil4035874 


Homo sapiens 


unnamed protein product 


1100 


99 


2499 


gi 14035876 


Homo sapiens 


unnamed protein product 


1U4J 


yy 


2499 


gi20070842 


Homo sapiens 


similar to hypothetical protein 
rU 1344o 


i om 

1297 


nn 

yy 


2501 


gi2072964 


Homo sapiens 


putative pi 50 




Q1 
ol 


2501 


gi2072967 


Homo sapiens 


putative pi 50 


/inn 
4UU 


CI 

ol 


2501 


• « Aim 

gi339777 


Homo sapiens 


ORP2 contains a reverse 
transcriptase domain. 




ol 


2502 


gi30040280 


: 5 r^r 

Shigella flexnen 2a 

SIT. Z4!> / 1 


ioi no 
lalUi ort 


/J 1 


OS 

yo 


o^ no 
ZjUZ 


giJUU4i iiy 


onigcna nexnen za 

Su. ZHO / I 


TC1A1 nr f 

ioiuj on 


7^1 


98 


ZJ uz 


gwoooyj 


nscncncnid loii 


nrfA in T<?1 SO 

Ul i/\ 111 IjIJu 


731 


98 


o*;na 

Z3UJ 


giizoyouj / 


nomo sapiens 


K"T A A 1 746 nrntein 


341 


100 


ZDUj 


glZOj'r'r 1ZI 


lvius museums 


UllllalllCU piVHCHl piUUUvL 


318 


92 


ZjUj 




iviUb rnubcuiub 


UUIlalUCU piULClIl piUUULl 


318 


92 


ZJlFt 


gizi/zoy u / j 


Homo sapiens 


pUlallVC lipiU nJilaaC 


1035 


99 


75 04 


gIZ 1 OZ'r j 4 * U 


U/\rn f\ com one 

nuinu Sapiens 


ICIalUlUC KJIlaoC 


1035 


99 


ZDU4 


rri71 £7/1 1/17 
gIZlOZ'tJ'fZ 


ivius muscuius 


ccrduiiuc lunddCb 


870 


O 1 


2505 


ei312584 

Kite/ 1 X- *J ~ 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi3l2586 


Mus musculus 


biliary glycoprotein 


165 


27 


2505 


gi312590 


Mus musculus 


biliary glycoprotein 


174 


30 


2506 


gi312584 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi3 12586 


Mus musculus 


biliary glycoprotein 


165 


27 


2506 


gi3 12590 


Mus musculus 


biliary glycoprotein 


174 


30 


2507 


gil480744 


Equus caballus 


type II collagen 


346 


29 


2507 


gi30041 


Homo sapiens 


COL2A1 


344 


29 


2507 


gi450394 


Homo sapiens 


alpha- 1 type II collagen 


344 


29 


2508 


gi 1483580 


Rattus norvegicus 


NTR2 receptor 


911 


81 


2508 


gil8490912 


Homo sapiens 


neurotensin receptor 2 


1072 


95 
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ZDUo 


-J-lftni ftOO 

gi,?yuiuzo 


Homo sapiens 


neurotensin receptor 2 


1 (Y7A 
1U /4 






giiU4yiu4 


Homo sapiens 


dystonin isofbrm 1 


ZZ1 


inn 


2509 


gi 14530942 


Homo sapiens 


dystonin 2 


221 


100 


2509 


• | /ICQ Aft/1 A 

gl 14S3U944 


Homo sapiens 


dystonin 2 


ZZl 


1 fin 

lUU 


2510 


gi 1049104 


Homo sapiens 


dystonin isoform 1 


221 


100 


2510 


gi 1453 0942 


Homo sapiens 


dystonin 2 


ZZl 


1 Aft 

1UU 


2510 


gi 14530944 


Homo sapiens 


dystonin 2 


ZZl 


1 Aft 


2512 


gi 1572721 


Homo sapiens 


megakaryocyte stimulating 

XV, _f Ik /TOT? 

iactor; Mor 


ZU3 


T3 

13 


2512 


gil6041156 


Macaca fasciculans 


X-ray radiation resistance 
associated i protein 


71 ft 


oo 


Z_> 1Z 


glloO/ODjZ 


-— ; 

Homo sapiens 


ruuuzzD protein 


/Ol 




1 1 


gUJ/Z/Zl 


Homo sapiens 


megakaryocyte stimulating 
iacior, ivior 




7^ 


7^ 1 1 
ZD 1.5 


£ft/11 1 ^fi 

gll0U41 1DD 


Ajfop'ina Pqpat^ii Tone 

macaca iascicuians 


dy Id.lUd.LlUU IColDldllvC 

associated 1 protein 


7in 
/ k\j 


uu 


2513 


gil8676652 


Homo sapiens 


FU00225 protein 


761 


70 


2514 


gi26346328 


Mus musculus 


unnamed protein product 


965 


93 


2514 


gi33417011 


Mus musculus 




yoj 




2514 


gi6330l69 


Homo sapiens 


KIAA1 164 protein 


1005 


99 


2515 


gi26346328 


Mus musculus 


unnamed protein product 


965 


AO 

93 


2515 


gi33417011 


Mus musculus 




965 


93 


2515 


gi6330169 


Homo sapiens 


KiAAl 164 protein 


1005 


99 


2516 


gil2857668 


Mus musculus 


unnamed protein product 


123 


43 


2516 


gi26327823 


Mus musculus 


unnamed protein product 


123 


43 


2517 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXIDOREDUCTASE 
PROTEIN 


676 


61 


2517 


gi22776354 


Oceanobacillus 
iheyensisHTE831 


acyl-CoA dehydrogenase 


660 


63 


2517 


gi28280023 


Mus musculus 


573043 9E10Rik protein 


974 


84 


2518 


gil7429038 


Ralstonia 
solanacearum 


PROBABLE ACYL-COA 
DEHYDROGENASE 
OXlDUKilUUC 1 Abb 
PROTEIN 


676 


61 


2518 


gi22776354 


Oceanobacillus 
ineyensis ri 1 fc-o 5 \ 


acyl-CoA dehydrogenase 


«a 
oou 




1 o 

25 lo 


glZoZoUUZJ 


Mus musculus 


j /iU4jytitUKiK protein 


y /4 


54 


2519 


gi 19070 124 


Mus musculus 


AF233346__1 zinc transporter- 
like 3 protein 


895 


95 


2519 


gi 205 63 194 


Mus musculus 


Ar395a4U_I zinc transporter o 


ooJ 




2519 


gi33338012 


Homo sapiens 


a citmot i tut croi f\i 
Arl7-53o7 1 MMrlUJ 


/->9 


y4 






vjanus ga.ii us 


nnnmiicrlp m \/r\ci n hravu r*hciin 

nuniiiuocic iiiyuoiii ncavy wjiaiu 


182 


20 


2520 


gi212452 


Gallus gallus 


nonmuscle myosin heavy chain 


182 


20 


2520 


gi41 15748 


Bos taurus 


nonmuscle myosin heavy chain 
B 


182 


19 


2521 


gil 8605758 


Mus musculus 


9030409G1 IRik protein 


1257 


94 


2521 


gi6526769 


Homo sapiens 


HRIHFB2003 


1200 


96 


2521 


gi7291408 


Drosophila 
melanogaster 


CG11206-PA 


263 


26 


2524 


gil3 182757 


Homo sapiens 


AF212238 1 HTPAP 


843 


100 


2524 


gi21542541 


Homo sapiens 


Similar to HTPAP protein 


808 


100 


2524 


gi28381093 


Drosophila 


CG12746-PD 


410 


50 
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* cri.cllla.gc_ 
lAlCULllj 








melanogaster 








2525 


mill OOT^T 


Homo sapiens 




OHJ 


100 


2525 


gi2 1542541 


Homo sapiens 


oimiiar to n i r J\r proicin 


SOR 


inn 


2525 


gl2o3olUy5 


Drosophila 
melanogaster 




410 


50 


2527 


gll641o7o4 


Homo sapiens 




io?7 


mo 


252/ 


gliy355D03 


Mus musculus 


u 1 1 una 1 oe proiem 


Wl 

jj / 


41 


2527 


gLJlo/iOJ / 


Homo sapiens 


nypoineucai proiem 


1014 


100 

AW 


2528 


gil6416764 


Homo sapiens 


AF315594J FKSG16 


1027 


100 


2528 


gi 19353603 


Mus musculus 


JJ1 lotaloe protem 


3D I 




2528 


gi3 1873637 


Homo sapiens 


hypothetical protein 


1 C\\ 4 




2529 


gi32330803 


Mus musculus 


podocan protein 




QO 


2529 


gi32330805 


Homo sapiens 


podocan protein 


1205 


97 


2529 


gi3786312 


Homo sapiens 


extracellular matrix protein 


281 


33 


2530 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


2913 


99 


2530 


gi2411475 


Homo sapiens 


OB binding protein-2 


2913 


99 


2530 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


2913 


net 
99 


2531 


gi20258604 


Homo sapiens 


sialic acid binding Ig-like 
lectin 5 


2913 


99 


2531 


gi2411475 


Homo sapiens 


OB binding protein-2 


2913 


99 


2531 


gi9454520 


Homo sapiens 


AC018755 5 SIGLEC5 


2913 


99 


2532 


gil3 183078 


Homo sapiens 


AF237652_1 a disintegrin-like 
and metalloprotease domain 
with thrombospondin type I 
motits-liKe J 


602 


74 


2532 


gil5099921 


Homo sapiens 


AF176313_1 ADAM-TS 
related protein 1 


874 


98 i 


2532 


gi20987759 


Homo sapiens 


Similar to ADAMTS-iike 1 


886 


99 


2533 


gil78836 


Homo sapiens 


apolipoprotein C-II 


jVJO 


1 nn 


2533 


gj30582255 


Homo sapiens 


apolipoprotein C-II 


500 


99 


2533 


gi757915 


Homo sapiens 


apoCII protein 


5Uo 


i 

1U0 


2534 


gii78836 


Homo sapiens 


apolipoprotein C-II 


506 


100 


2534 


gi30582255 


Homo sapiens 


apolipoprotein C-II 


500 


99 


2534 


gi757915 


Homo sapiens 


apoCII protein 


506 


100 


2536 


gil7389292 


Homo sapiens 


LDL induced EC protein 


914 


98 


2536 


gi5924319 


Homo sapiens 


AF184939_1 LDL induced EC 
protein 


914 


98 


2536 


gi8518179 


Homo sapiens 


LDL induced endothelial cell 
protein 


941 


76 


2537 


gi28974490 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


1071 


100 


2537 


gi30 102428 


Rattus norvegicus 


HMGIC fusion-partner-like 
protein 


1038 


95 


2537 


gi30411045 


Mus musculus 


Similar to lipoma HMGIC 
fusion partner 


1037 


94 


2538 


gi!4603353 


Homo sapiens 


AAH10130 CGI-43 protein 


2362 


94 


2538 


gi23092946 


Drosophila 
melanogaster 


CG14980-PB 


537 


28 


2538 


gi4929555 


Homo sapiens 


AF151801_1 CGI-43 protein 


2219 


89 


2539 


gil2654633 


Homo sapiens 


Protein inhibitor of activated 
STAT3 


179 


84 


2539 


gi!8606318 


Mus musculus 


Protein inhibitor of activated 
STAT 3, isoform 1 


179 


84 
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SEQJD 


HitJLB 


Species 


Description 


S_score 


Percentage^ 
identity 


2539 


gi305829ll 


Homo sapiens 


protein inhibitor of activated 


179 


OA 


2540 


gi27449075 


Oreochromis 
mossambicus 


stearoyl-CoA desaturase 


743 


69 


2540 


gi29294686 


Homo sapiens 


SCD4 protein 


737 


100 


2540 


gi30350098 


Homo sapiens 


AF389338_1 acyl-CoA- 
desaturase 


1016 


100 


2541 


gil000867 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


gi 1 000869 


Homo sapiens 


DNA mismatch repair protein 


1931 


100 


2541 


gil8204306 


Homo sapiens 


AAH21566 


1931 


100 


2542 


gill86294l 


Mus musculus 


DDM36E 


430 


48 


2542 


gil9570398 


Homo sapiens 


hDDM36 


439 


49 


2542 


gi7650l86 


Mus musculus 


AF176694_1 neighbor of Punc 
el 1 protein 


430 


48 


2543 


gi2l744725 


Homo sapiens 


AF478693J glycosyl- 
phosphatidyl-inositol-MAM 


717 


97 


2543 


gi250053l8 


Sus scrofa 


MAM domain containing 
glycosylphosphatidyiinositol 
anchor 1 


672 


91 


2543 


gi2500532O 


Sus scrofa 


glycosylphosphatidyiinositol 
anchor 1 protein 


672 


91 


2544 


gil2276l98 


Homo sapiens 


AF333487 1 FKSG40 


543 


96 


2544 


gi 12408250 


Homo sapiens 


FKSG28 


543 


96 


2544 


gi 18652934 


Xenopus laevis 


Mig30 


514 


48 


2545 


gi 16769552 


Drosophila 
melanogaster 


LD38375p 


367 


51 


2545 


gi27696627 


Homo sapiens 


Ribosome biogenesis protein 
BMS1 homolog 


684 


93 


2545 


gi7294027 


Drosophila 
melanogaster 


CG7728-PA 


367 


51 


2546 


gil2842044 


Mus musculus 


unnamed protein product 


375 


72 


2546 


gi 18921437 


Mus musculus 


2010004A03Rik protein 


375 


72 


2546 


gi20987450 


Homo sapiens 


LOC146433 


468 


91 


2547 


gil016012 


Rattus norvegicus 


neural cell adhesion protein 
BIG-2 precursor 


543 


93 


2547 


gi26891535 


Homo sapiens 


contactin 4 


570 


100 


2547 


gi29837411 


Homo sapiens 


BIG-2 


570 


100 


2548 


gi30102449 


Homo sapiens 


lipoma HMGIC fusion-partner- 
like protein 


822 


100 


2548 


gi30908798 


Homo sapiens 


lipoma HMGIC fusion partner- 
like protein 4 


676 


78 


2548 


gi30908800 


Rattus norvegicus 


lipoma HMGIC fusion partner- 
like protein 4 


675 


78 


2549 


gi 13097705 


Homo sapiens 


AAH03559 , member 3 


2.51 




2549 


gi 1340142 


Homo sapiens 


alpha 1 -antichymotrypsin 


237 


52 


2549 


gi4165890 


Homo sapiens 


alpha- 1 -antichymotrypsin 
precursor 


237 


52 


2550 


gil850850 


Murid herpesvirus 4 


serine threonine rich 
glycoprotein 


207 


33 


2550 


gi21618556 


Homo sapiens 




4040 


97 


2550 


gi33304372 


Homo sapiens 


tastin 


4035 


97 


2551 


gil2053849 


Homo sapiens 


DREV protein 


1649 


98 


2551 


gil2053851 


Homo sapiens 


DREV1 protein 


1633 


98 


2551 


gi 12053853 


Homo sapiens 


DREV protein 


1649 


98 
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TABLE 2 B 



CPA TT% 


JHltJLIJ 


Species 


Description 


oj score 


X C I t~C 11 

Tdentitv 


2553 


gil 1990779 


Homo sapiens 




273 


50 




rri7976flflQ/\ 


Homo sapiens 


UllllalllCU piuiviii pivuuw 


SIR 


100 


2553 


gi28279813 


Homo sapiens 


Similar to hypothetical protein 


515 


97 


2554 


gil 1125348 


Homo sapiens 


putative protein kinase 


2419 


99 


'tec a 

2554 


gioy3Joo4 


Homo sapiens 


Kinase aencieni proiem jvjl/jt 


9410 
z*t iy 


yy 


2554 


gi8272557 


Rattus norvegicus 


AF227741_1 protein kinase 
wiNrvi 


2340 


96 


2555 


gil 1125348 


Homo sapiens 


putative protein kinase 


2419 


99 


2555 


gi6933864 


Homo sapiens 


kinase deficient protein rvUr 


r >A'\Q 
2Aiy 


OQ 

yy 


2555 


gi8272557 


Rattus norvegicus 


AF227741_1 protem kinase 

WNxvl 


2340 


96 


2556 


gi3599339 


Mus musculus 
domesticus 


ORF2 


138 


60 


2556 


gi3599342 


Mus musculus 
domesticus 


ORF2 


138 


60 


2556 


gi3599347 


Mus musculus 
domesticus 


ORF2 


110 


oU 


2557 


gil5020809 


Takifugu rubripes 


putative methionyl tRNA 
synthetase 


674 


74 


2557 


gil 786 1592 


Drosophila 
melanogaster 


GH13807p 


5o7 


ol 


2557 


gj23l7l238 


Drosophila 
melanogaster 


npiiioi da 
CtjJ132Z-rA 


^£7 
JO/ 


ol 


2558 


* i ri ^ i /V7C 

gil 534 1975 


Homo sapiens 


AArrijio*f oimiiar to major 
msiocompaiiDiury complex, 

ClobS XI > J-/a DC la 1 




77 


2558 


gil7389919 


Homo sapiens 


AAH17967 Similar to major 
histocompatibility complex, 

UlooS 11, i^X DC la 1 


814 


100 




giioo** /y 


liOHiu sapiens 




432 


72 




oil 5770nC* 


T T nm coin one 

nomo Sapiens 


A AH14.60Q 


1122 


90 


2>Jjy 


gl J OlZ / J / 


riomo sapiens 


R 96660 7 nartial fTl<\ 
IVXODDU X, Dal Hal VyUO 


967 


86 




m147Q<Aft 
glj**7oOW 


Homo sapiens 


R 96660 7 nnrtinl 
tv^VOUV/ Z., Dal Hal VvL/O 


1 JO 


89 






riomo sapiens 


A AH1460Q 


1 199 


90 




fT iT*/197'*7 


l-If>m/x camion c 

riomo sapiens 


R 9 6660 9 mrrinl CDS 


967 


86 




m"3/17£64ft 

gUH/ODHU 


rrurnu sapiens 


R 9 6660 9 narh'at PDS 

IVZOOUU Zr, pal Llal vv L^O 


138 


89 




mHOQI 167 


riomo sapiens 


Sialic avlU-Duiuiug 

immunoglobulin-like Iectin-like 
long splice variant 


661 


99 

yy 


2561 


gi 14625822 


Homo sapiens 


AF282256 1 Siglec-Ll 


661 


99 


2561 


gi23272769 


Homo sapiens 


SIGLEC-like 1 


661 


99 


2562 


gi!5132186 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gil5132529 


Homo sapiens 


unnamed protein product 


1122 


88 


2562 


gi21439502 


Homo sapiens 


unnamed protein product 


1122 


88 


2563 


gi202592 


Rattus norvegicus 


prealpha-2-macroglobulin 


238 


40 


2563 


gi671864 


Gallus gallus 


ovomacroglobulin, ovostatin 


230 


40 


2563 


gi671865 


Gallus gallus 


ovomacroglobulin, ovostatin • 


230 


40 


2564 


gi25990364 


Homo sapiens 


AF3 19622 1 P-glycoprotein 


191 


100 
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TABLE 3A 



SEO 
ID 


Database 
entry ID 


T)pcp t°i nti fin 

1/C3tl 1UUUU 


Bacilli* 


685 


BL00266 


Somatotropin nrolactin and related hormones 
proteins. 


BL00266A 1 b& ft 347.P- 1 1 15-6 1 


686 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836A 14.40 2.862e-l 1 79-92 
PR00836B 16.59 7.000e-ll 101-119 


686 


BL00266 


Snmatntrnnin "nrnlantiTi atiH rplntpfl hrvrmrvnpQ 

proteins. 


RT 00966^ 94 4R R 71 4p-9 1 70- 1 1 & 

BL00266A 15.69 1.923e- 14 35-61 
BL00266D 12.72 4.000e-ll 201-224 
BL00266C 13.66 3.700e-10 135-151 


688 


PR00836 


SOMATOTROPIN HORMONE FAMILY 
SIGNATURE 


PR00836B 16.59 2.895e-16 101-119 

PROOJtttfA 14 40 9 ROOp 1^ 70 09 


688 


BL00266 


Snmntntrnmi'n tifnl n r*f"i'n nnrl rplsitprl linrmnnpc 
O KJLLtU l\J U. WJJUl^ yL\Jla\*UXl cLUU. IClalCU 11 Ul 1U.UU1CCS 


PT .0096fiU 94 48 4 OOOp 90 70 1 1 £ 

"RT 00966A h/;oq OOOp-1 0 ^ 
BL00266D 12 72 4 000e-l 1 201-224 
BL00266C 13 66 4 000e-10 135-151 


689 


BL00284 


Serpins proteins. 


BL00284C 28.56 3.700e-26 185-226 
BL00284E 19.15 1. 333 e- 17 373-397 
BL00284A 15.64 8.714e-l 6 77-100 
BL00284D 16.34 7.279e-12 294-320 
BL00284B 17.99 4.825e-10 158-178 


690 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 191-209 


690 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.97 le-09 31-67 


690 


BL00292 


Cyclins proteins. 


BL00292A 22.87 5.114e-09 116-149 


691 


PF00756 


Putative esterase. 


PF00756P 14 19 1 1ftRp-0Q 43R-467 


691 


BL00120 


Lipases, serine proteins. 


BL00120B 11.37 4.462e-09 435-449 


693 


PR00573 


INTERLEUKIN 8B RFCFPTOR 
SIGNATURE 


PP00S7^P 0 00 7 ^00p tfilfi 


693 


PR00427 


INTERLEUKIN-8 RECEPTOR 
SIGNATURE 


PR 00497 A IfiinO 700p 1 0 ^4-4R 


694 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BT 0193RA 1 1 79 8 900P-16 104-1 1R 

iJi^yiZ/j on l l . / /. O^vUC'lu !Vrf"l lO 

BL01238D 10.19 4.130e-15 248-261 
BL01238C 14.36 6.677e-12 219-240 
BL01238B 10.99 2.071e-10 176-186 


695 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMELY 
SIGNATURE 


PR002V7F 11 S7 S fi^fip-10 910-961 


695 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13 19 5 034e-12 214-960 
BL00237A 27 68 8 600e-10 72-1 1 1 


695 


PR00172 


GLUCOSE TRANSPORTER SIGNATURE 


PR00172C9 51 2 612e-09 8-28 


696 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 2.080e-ll 175-192 


698 


BL01238 


GDA1/CD39 familv of nucleoside 
phosphatases proteins. 


RT 01 918 A 11 79 4 940p-1fi^1 fi^ 
BL01238D 10 19 2 703e-14 196-209 
BL01238C 14 36 2 662e-12 167-188 
BL01238B 10.99 6.538e-12 124-134 


700 


BL00037 


Myb DNA-binding domain proteins repeat 
proteins proteins. 


BL00037A 16.68 3.571e-ll 231-254 


700 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 4.214e-10 184-200 


700 


PR00608 


CLASS H CYTOCHROME C SIGNATURE 


PR00608A 13.74 6.434e-10 118-141 


700 | 


PR00456 


RBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E3.06 8.861e-09 123-137 
PR00456E 3.06 9.772e-09 122-136 


701 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 L000e-09 280-294 


703 


PF00650 


CRAL/TRIO domain proteins. 


PF00650D 24.34 1.776e-12 177-210 


703 


PR00180 


CELLULAR RETINALDEHYDE-BINDING 


PR00180A 10.11 7.231e-ll 37-59 
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TABLE 3 A 



SEQ 
ED 


Database 

entry ID 
—j. 


Description 


Result* 






PROTEIN SIGNATURE 


PR00180D 12.78 9.769e-10 202-221 


705 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 8.286e-09 756-768 


705 


BL00291 


Prion protein. 


BL00291A4.49 8.552e-09 196-230 


706 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400D 23.26 7.222e-12 251-287 


708 


BL00478 


LIM domain proteins. 


BL00478B 14.79 3.000e-12 31-45 


710 


BL00604 


Synaptophysin / synaptoporin proteins. 


BL00604F 5.96 7.718e-10 1379-1423 


710 


PR00524 


CHOLECYSTOKININ TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 7.415e-09 1220-1233 


710 


BL00242 


Integrins alpha chain proteins. 


BL00242B 8.13 8.615e-09 469-478 


710 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 3.571e-13 1043-1071 
BL00420A 20.42 9.082e-13 1 125-1 153 
BL00420A 20.42 2.038e-12 142-170 
BL00420A 20.42 4.462e-12 714-742 
BL00420A 20.42 8.962e-12 454-482 
BL00420A 20.42 9.135e-12 935-963 
BL00420A 20.42 9.827e-12 797-825 
BL00420A 20.42 1.327e-ll 202-230 
BL00420A 20.42 3.291e-ll 803-831 
BL00420A 20.42 3.618e-ll 521-549 
BL00420A 20.42 4.927e-ll 589-617 
BL00420A 20.42 6.400e-ll 64-92 
BL00420A 20.42 8.036e-ll 451-479 
BL00420A 20.42 8.691e-ll 1323-1351 
BL00420A 20.42 9.345e-ll 199-227 
BL00420A 20.42 2.623e-10 944-972 
BL00420A 20.42 2.770e-10 100-128 
BL00420A 20.42 2.770e-10 842-870 
BL00420A 20.42 2.918e-10 741-769 
BL00420A 20.42 4.098e-10 1 137-1 165 
BL00420A 20.42 4.393e-10 696-724 
BL00420A 20.42 4.541e-10 1 170-1 198 
BL00420A 20.42 5.279e-10 1046-1074 
BL00420A 20.42 5.426e-10 296-324 
BL00420A 20.42 5.426e-10 1149-1177 
BL00420A 20.42 6.754e-10 747-775 
BL00420A 20.42 6.754e-10 1061-1089 
BL00420A 20.42 6.902e-10 1278-1306 
BL00420A 20.42 7.049e-10 624-652 
BL00420A 20.42 7.492e-10 1055-1083 
BL00420A 20.42 8.082e-10 1037-1065 
BL00420A 20.42 8.525e-10 836-864 
BL00420A 20.42 8.672e-10 187-215 
BL00420A 20.42 8.672e-10 598-626 
BL00420A 20.42 8.820e-10 139-167 
BL00420A 20.42 8.820e-10 896-924 
BL00420A 20.42 8.967e-10 717-745 
BL00420A 20.42 9.115e-10 314-342 
BL00420A 20.42 9.705e-10 923-951 
BL00420A 20.42 9.852e-10 369-397 
BL00420A 20.42 9.852e-10 806-834 
BL00420A 20.42 9.852e-10 1179-1207 
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TABLE 3 A 



SEQ 
ID 



Database 
entry ID 



Description 



Result* 



BL00420A20. 
BL00420A 20. 
BL00420A20, 
BL00420A20. 
BL00420A20. 
BL00420A20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A20. 
BL00420A20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A 20. 
BL00420A20. 
BL00420A20, 
BL00420A 20, 
BL00420A20, 
BL00420A 20 
BL00420A 20, 
BL00420A 20. 
BL00420A 20. 
BL00420A20. 
BL00420A 20, 
BL00420A 20. 
BL00420A 20, 



.42 L138e-09 
.42 1.415e-09 
42 1.415e-09 
.42 2.523e-09 
42 2.800e-09 
.42 2.938e-09 
42 3.077e-09 
42 3.354e-09 
42 3.492e-09 
42 3.492e-09 
,42 3.631e-09 
42 3.769e-09 
.42 4.185e-09 
42 4.600e-09 
.42 5.015e-09 
.42 5.292e-09 
.42 5.431e-09 
.42 5.569e-09 
.42 5.569e-09 
42 5.569e-09 
.42 6.123e-09 
.42 6.262e-09 
.42 6.538e-09 
.42 6.954e-09 
.42 6.954e-09 
.42 6.954e-09 
.42 7.369e-09 
42 7.923e-09 
42 8.062e-09 
42 8.477e-09 
42 8.754e-09 
42 9.031e-09 
42 9.308e-09 
42 9.308e-09 
42 9.446e-09 
42 9.585e-09 
42 9.723e-09 
42 9.862e-09 



863-891 

509-537 

530-558 

857-885 

1182-1210 

1426-1454 

630-658 

103-131 

782-810 

1064-1092 

860-888 

920-948 

869-897 

518-546 

1317-1345 

524-552 

633-661 

729-757 

824-852 

1049-1077 

366-394 

491-519 

914-942 

566-594 

711-739 

893-921 

818-846 

1471-1499 

735-763 

1347-1375 

1095-1123 

61-89 

311-339 

938-966 

1299-1327 

363-391 

794-822 

1302-1330 



710 



BL01113 



Clq domain proteins. 



BL01113A 17. 
BL01113A 17.: 
BL01113A 17. 
BL01113A 17.: 
BL01113A 17. 
BL01113A 17. 
BL01113A 17. 
BL01113A 17.: 
BL01113A 17. 
BL01113A 17. 
BL01113A 17. 
BL01113A 17.: 
BL01113A 17 
BL01113A 17.: 



99 1.290e-15 
99 6.455e-14 
99 8.909e-14 
99 8.909e-14 
99 8.909e-14 
99 3.676e-13 
99 5.622e-13 
99 8.054e-13 
99 9.514e-13 
99 9.757e-13 
99 1.923e-12 
99 2.154e-12 
99 2.615e-12 
99 3.077e-12 



423-449 

1170-1196 

509-535 

812-838 

815-841 

854-880 

1040-1066 

788-814 

589-615 

363-389 

1405-1431 

845-871 

932-958 

953-979 
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ID 
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Result* 








BL01113A 17.99 3.308e-12 524-550 
BL01113A 17.99 3.769e-12 566-592 
BL01113A 17.99 3.769e-12 797-823 
BL01113A 17.99 4.231e-12 624-650 
BL01113A 17.99 4.462e-12 1242-1268 
BL01113A 17.99 5.154e-12 639-665 
BL01113A 17.99 5.846e-12 779-805 
BL01113A 17.99 6.308e-12 598-624 
BL01113A 17.99 6.538e-12 923-949 
BL01113A 17.99 6.538e-12 1046-1072 
BL01113A 17.99 7.462e-12 112-138 
BL01113A 17.99 7.692e-12 705-731 
BL01113A 17.99 8.615e-12 211-237 
BL01113A 17.99 8.846e-12 196-222 
BL01113A 17.99 9.769e-12 460-486 
BL01113A 17.99 1.000e-ll 1296-1322 
BL01113A 17.99 1.205e-ll 1043-1069 
BL01113A 17.99 1.409e-ll 821-847 
BL01113A 17.99 1.614e-U 1182-1208 
BL01113A 17.99 1.818e-ll 747-773 
BL01113A 17.99 3.659e-ll 451-477 
BL01113A 17.99 4.273e-ll 914-940 
BL01113A 17.99 4.477e-ll 836-862 
BL01113A 17.99 4.886e-ll 729-755 
BL01113A 17.99 5.091e-ll 744-770 
BL01113A 17.99 5.091e-ll 1179-1205 
BL01113A 17.99 5.500e-ll 633-659 
BL01113A 17.99 5.500e-ll 714-740 
BL01113A 17.99 6.523e-ll 1468-1494 
BL01113A 17.99 6.727e-ll 205-231 
BL01113A 17.99 6.727e-ll 824-850 
BL01113A 17.99 7.341e-ll 1423-1449 
BL01113A 17.99 8.364e-ll 595-621 
BL01113A 17.99 9.386e-ll 687-713 
BL01113A 17.99 9.795e-ll 690-716 
BL01113A 17.99 1.000e-10 806-832 
BL01113A 17.99 1.383e- 10 494-520 
BL01113A 17.99 1.383e- 10 803-829 
BL01113A 17.99 1.766e-10 560-586 
BL01113A 17.99 1.766e-10 1414-1440 
BL01113A 17.99 2. 149e- 10 938-964 
BL01113A 17.99 2.340e-10 208-234 
BLOl 1 13A 17 99 2 723e-10 64-90 
BL01113A 17.99 2.915e-10 372-398 
BL01113A 17.99 2.915e-10 592-618 
BL01113A 17.99 2.915e-10 1368-1394 
BL01113A 17.99 3.298e-10 750-776 
BL01113A 17.99 3.872e-10 518-544 
BL01113A 17.99 5.404e-10 842-868 
BL01113A 17.99 5.596e-10 857-883 
BL01113A 17.99 6. 170e- 10 794-820 
BL01113A 17.99 6.745e-10 148-174 
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SEQ 
ID 



Database 
entry ID 



Description 



Result* 



BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 
BL01113A 



17.99 6.745e-10 
17.99 6.745e-10 
17.99 7.319e-10 
17.99 7.319e-10 
17.99 7.511e-10 
17.99 7.702e-10 
17.99 7.702e-10 
17.99 8.085e-10 
17.99 8.277e-10 
17.99 8.660e-10 
17.99 9.234e-10 
17.99 9.426e-10 
17.99 1.346e-09 
17.99 1.519e-09 
17.99 1.692e-09 
17.99 L692e-09 
17.99 1.865e-09 
17.99 2.038e-09 
17.99 2.212e-09 
17.99 2.212e-09 
17.99 2.385e-09 
17.99 2.385e-09 
17.99 2.385e-09 
17.99 2.731e-09 
17.99 2.904e-09 
17.99 3.077e-09 
17.99 3.423e-09 
17.99 3.423e-09 
17.99 3.769e-09 
17.99 3.769e-09 
17.99 3.942e-09 
17.99 3.942e-09 
17.99 3.942e-09 
17.99 3.942e-09 
17.99 4.115e-09 
17.99 4.462e-09 
17.99 4.462e-09 
17.99 4.981e-09 
17.99 5.154e-09 
17.99 5.327e-09 
17.99 5.327e-09 
17.99 5.500e-09 
17.99 5.500e-09 
17.99 5.5G0e-09 
17.99 5.673e-09 
17.99 5.673e-09 
17.99 6.192e-09 
17.99 6.192e-09 
17.99 6.365e-09 
17.99 6.538e-09 
17.99 6.538e-09 
17.99 6.712e-09 



202-228 

1251-1277 

929-955 

1305-1331 

432-458 

563-589 

896-922 

1176-1202 

296-322 

1317-1343 

121-147 

863-889 

426-452 

454-480 

500-526 

911-937 

782-808 

1284-1310 

94-120 

1365-1391 

604-630 

893-919 

1098-1124 

1161-1187 

1465-1491 

506-532 

1143-1169 

1320-1346 

1408-1434 

1462-1488 

366-392 

902-928 

1037-1063 

1185-1211 

1290-1316 

557-583 

575-601 

1055-1081 

533-559 

678-704 

1031-1057 

187-213 

497-523 

1332-1358 

329-355 

899-925 

1006-1032 

1155-1181 

681-707 

723-749 

833-859 

199-225 
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entry ID 
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BL01113A 17.99 6.7 12e-09 720-746 
BL01113A 17.99 6.885e-09 839-865 
BL01113A 17.99 7.058e-09 145-171 
BL01113A 17.99 7.058e-09 190-216 
BL01113A 17.99 7.231e-09 1236-1262 
BLOl 1 13A 17.99 7.404e-09 830-856 
BLOl 1 13 A 17 99 7 750e-09 684-710 
BLOl 1 13A 17 99 7 923e-09 905-931 
BL01113A 17.99 8.096e-09 696-722 
BL01113A 17.99 8.269e-09 630-656 
BL01113A 17.99 8.269e-09 1257-1283 
BL01113A 17.99 9.308e-09 299-325 
BL01113A 17.99 9.308e-09 944-970 
BLOl 1 13A 17.99 9.654e-09 457-483 
BL01113A 17.99 l.OOOe-08 67-93 
BL01113A 17.99 l.OOOe-08 908-934 


711 


PR00010 


TYPE n EGF-LIKE SIGNATURE 


PR00010C 1 1.16 4.545e-10 21 1-221 


711 j 


PD02283 


PROTEIN SPORULATION REPEAT 
PRECU. 


PD02283C 17.54 9.408e-10 3649-3676 


711 


PR00873 


ECHINOIDEA (SEA URCHIN) 
METALLOTHIONEIN SIGNATURE 


PR00873D 8.43 5.500e-09 4326-4344 


711 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.974e-10 4218-4234 
PR00907B 11.29 5.720e-09 162-178 


711 


BL00425 


Arthropod defensins proteins. 


BL00425 10.48 5.781e-09 1216-1234 


711 


PR00261 


LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 


PR00261C 11.37 4.000e-20 1015-1036 
PR00261D 12.47 5.125e-20 892-913 
PR00261B 14.12 5.588e-20 3600-3621 
PR00261B 14.12 9.294e-20 1101-1122 
PR00261B 14.12 2.667e-19 1053-1074 
PR00261C 11.37 3.250e-19 2852-2873 
PR00261A 11.02 7.058e-19 1101-1122 
PR00261A 11.02 8.615e-19 1015-1036 
PR00261B 14.12 9.500e-19 933-954 
PR00261D 12.47 1.500e-18 3721-3742 
PR00261B 14.12 2.263e-18 3523-3544 
PR00261B 14.12 2.421e-18 2729-2750 
PR00261A 11.02 2.833e-18 1144-1165 
PR00261D 12.47 3.000e-18 1015-1036 
PR00261D 12.47 3.167e-18 1053-1074 
PR00261C 11.37 3.618e-18 1053-1074 
PR00261A 11.02 5.000e-18 3600-3621 
PR00261C 11.37 5.582e-18 2809-2830 
PR00261A 11.02 6.000e-18 1053-1074 
PR00261C 11.37 6.236e-18 1101-1122 
PR00261C 11.37 6.891e-18 3562-3583 
PR00261A 11.02 7.000e-18 892-913 
PR00261D 12.47 8.167e-18 1144-1165 
PR00261D 12.47 8.333e-18 1101-1122 
PR00261C 11.37 8.527e-18 3484-3505 
PRO0261C 11.37 9.018e-18 2767-2788 
PR00261C 11.37 1.310e-17 1144-1165 
PR00261D 12.47 2.579e-17 3600-3621 
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PR00261B 14.12 2.650e-17 3680-3701 
PR00261D 12.47 2.737e-17 3680-3701 
PR00261C 11.37 3.017e-17 892-913 
PR00261B 14.12 3.250e-17 892-913 
PR00261A 11.02 4.158e-17 3562-3583 
PR00261F 11.57 5.673e-17 2938-2959 
PR00261A 11.02 6.368e-17 2809-2830 
PR00261A 11.02 6.684e-17 3680-3701 
PR00261A 11.02 6.842e-17 3364-3385 
PR00261C 11.37 8.138e-17 3680-3701 
PR00261A 11.02 8.895e-17 2729-2750 
PR00261C 11.37 9.845e-17 974-995 
PR00261D 12.47 1.153e- 16 2767-2788 
PR00261D 12.47 1.153e-16 3364-3385 
PR00261F 11.57 1.321e-16 1015-1036 
PR00261D 12.47 1. 6 lOe- 16 2687-2708 
PR00261D 12.47 1.915e- 16 974-995 
PR00261F 11.57 1.964e- 16 2599-2620 
PR00261D 12.47 2.831e-16 2852-2873 
PR00261B 14.12 2.887e-16 3364-3385 
PR00261B 14.12 3.032e-16 2809-2830 
PR00261A 11.02 3.136e-16 80-101 
PR00261D 12.47 3.441e-16 2809-2830 
PR00261D 12.47 3.441e-16 3484-3505 
PR00261C 11.37 3.951e-16 2938-2959 
PR00261C 11.37 4.246e-16 80-101 
PR00261D 12.47 4.356e-16 3523-3544 
PR00261E 11.08 5.000e-16 892-913 
PR00261C 11.37 5.279e-16 2729-2750 
PR00261D 12.47 7.407e-16 80-101 
PR00261E 11.08 7.500e-16 3680-3701 
PR00261B 14.12 7.532e-16 2767-2788 
PR00261A 11.02 7.712e-16 3484-3505 
PR00261F 11.57 8.071e-16 1053-1074 
PR00261B 14.12 8.403e-16 1015-1036 
PR00261C 11.37 8.525e-16 3364-3385 
PR00261F 11.57 8.7 14e- 16 3809-3830 
PR00261A 11.02 8.932e-16 2767-2788 
PR00261F 11.57 9.357e- 16 3523-3544 
PR00261D 12.47 1.429e- 15 2599-2620 
PR00261B 14.12 1.554e-15 1144-1165 
PR00261A 11.02 1.726e-15 2852-2873 
PR00261D 12.47 1.857e-15 933-954 
PR00261C 11.37 2.000e-15 3523-3544 
PR00261B 14.12 2.108e-15 2599-2620 
PR00261B 14.12 2.246e-15 974-995 
PR00261F 11.57 2.397e-15 3444-3465 
PR00261D 12.47 2.714e-15 3404-3425 
PR00261E 11.08 3.211e-15 974-995 
PR00261A 11.02 3.323e-15 2687-2708 
PR00261E 11.08 3.526e-15 1053-1074 
PR00261D 12.47 4.429e-15 3562-3583 
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PR00261E 11.08 4.632e-15 1015-1036 
PR00261D 12.47 5.000e-15 2938-2959 
PR00261C 11.37 5.286e-15 3404-3425 
PR00261E 11.08 5.579e-15 2599-2620 
PR00261A 11.02 5.645e-15 3523-3544 
PR00261F 1 1.57 5.966e-15 2638-2659 
PR00261B 14.12 6.262e-15 2938-2959 
PR00261F 11.57 6.276e-15 2852-2873 
PR00261C 11.37 6.286e-15 2638-2659 
PR00261E 11.08 6.684e-15 1101-1122 
PR00261C 11.37 7.286e-15 3809-3830 
PR00261B 14.12 8.062e-15 3444-3465 
PR00261E 11.08 8.421e-15 1144-1165 
PR00261F 11.57 9.690e-15 2767-2788 
PR00261B 14.12 1.000e-14 80-101 
PR00261F 11.57 1.145e-14 974-995 
PR00261F 11.57 1.581e-14 3364-3385 
PR00261A 1 1.02 2.246e-14 933-954 
PR00261C 11.37 2.478e-14 3641-3662 
PR00261B 14.12 2.853e-14 3721-3742 
PR00261A 11.02 3.631e-14 2938-2959 
PR00261D 12.47 3.813e-14 2729-2750 
PR00261D 12.47 3.813e-14 3809-3830 
PR00261E 11.08 3.850e-14 2767-2788 
PR00261E 11.08 4.300e-14 2729-2750 
PR00261C 11.37 4.358e-14 3444-3465 
PR00261E 11.08 4.450e-14 2938-2959 
PR00261D 12.47 4.797e-14 2558-2579 
PR00261E 11.08 4.900e-14 3809-3830 
PR00261F 11.57 4.919e-14 1101-1122 
PR00261F 11.57 5.355e-14 3641-3662 
PR00261C 11.37 6.104e-14 2599-2620 
PR00261E 11.08 6.400e-14 3641-3662 
PR00261A 1 1.02 7.092e- 14 3809-3830 
PR00261B 14.12 7.221e-14 3809-3830 
PR00261B 14.12 7.353e-14 3641-3662 
PR00261F 11.57 7.823e-14 1144-1165 
PR00261B 14.12 7.882e-14 2687-2708 
PR00261E 11.08 8.350e-14 3721-3742 
PR00261E 11.08 8.650e-14 2809-2830 
PR00261D 12.47 9.016e-14 3641-3662 
PR00261C 11.37 9.328e-14 3721-3742 

PR00261C 11.37 1.522e-13 3600-3621 
PR00261F 11.57 2.688e-13 2729-2750 
PR00261E 11.08 2.828e-13 3404-3425 
PR00261A 11.02 2.853e-13 2558-2579 
PR00261B 14.12 2.901e-13 2852-2873 
PR00261E 11.08 2.969e-13 2852-2873 
PR00261E 11.08 2.969e-13 3764-3785 
PR00261A 11.02 3.515e-13 974-995 
PR00261C 11.37 3.609e-13 2687-2708 
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PR00261E 11.08 3.813e-13 3364-3385 
PR00261A 11.02 3.912e-13 3721-3742 
PR00261E 11.08 4.094e-13 1185-1206 
PR00261E 11.08 4.094e-13 2638-2659 
PR00261A 11.02 6.162e-13 3404-3425 
PR00261A 11.02 6.956e-13 2893-2914 
PR00261E 11.08 7.328e-13 3523-3544 
PR00261A 1 1.02 7.485e-13 2599-2620 
PR00261F 11.57 7.891e-13 2558-2579 
PR00261B 14.12 7.972e-13 2638-2659 
PR00261E 11.08 9.016e-13 3562-3583 
PR00261E 11.08 9.297e-13 2558-2579 
PR00261F 11.57 9.578e-13 3404-3425 
PR00261F 11.57 9.578e-13 3680-3701 
PR00261D 12.47 1.254e-12 3444-3465 
PR00261F 11.57 1.265e-l 2 2809-2830 
PR00261C 11.37 1.370e-12 933-954 
PR00261E 11.08 1.545e-12 2687-2708 
PR00261F 11.57 1.926e-12 3562-3583 
PR00261F 11.57 2.456e-12 3721-3742 
PR00261B 14.12 2.603e-12 3562-3583 
PR00261F 11.57 3.382e-12 1185-1206 
PR00261B 14.12 4.205e-12 3404-3425 
PR00261E 11.08 4.955e-12 2893-2914 
PR00261A 11.02 5.310e-12 3641-3662 
PR00261C 11.37 6.178e-12 125-146 
PR00261C 11.37 6.301e-12 1185-1206 
PR00261F 11.57 8.147e-12 3484-3505 
PR00261E 11.08 8.364e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261B 14.12 8.644e-12 3484-3505 
PR00261F 11.57 8.676e-12 892-913 
PR00261D 12.47 9.493e-12 2893-2914 
PR00261A 11.02 1.365e-ll 3444-3465 
PR00261F 11.57 1.625e-ll 3764-3785 
PR00261E 11.08 1.643e-ll 3484-3505 
PR00261E 11.08 1.771e-ll 3600-3621 
PR00261A 11.02 2.581e-ll 2638-2659 
PR00261A 11.02 2.824e-ll 1185-1206 
PR00261F 11.57 3.500e-ll 933-954 
PR00261C 11.37 5.263e-ll 2558-2579 
PR00261F 11.57 5.375e-ll 2687-2708 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.81 le- 11 125-146 
PR00261F 11.57 8.500e-ll 3600-3621 
PR00261E 11.08 9.871e-ll 3444-3465 
PR00261F 11.57 2.320e~10 80-101 
PR00261F 11.57 2.920e-10 125-146 
PR00261C 11.37 3.813e-10 2893-2914 
PR00261B 14.12 5.111e-10 2558-2579 
PR00261D 12.47 6.377e-10 3764-3785 
PR00261D 12.47 6.610e-10 1185-1206 
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PR00261B 14.12 7.667e-10 125-146 
PR00261B 14.12 8.889e-10 1185-1206 
PR00261A 11.02 8.962e-10 3764-3785 
PR00261E 11.08 9.137e-10 933-954 
PR00261B 14.12 1.321e-09 2893-2914 
PR00261C 11.37 7.429e-09 3764-3785 


711 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 7.429e-09 2973-2991 
BL01177C 17.39 8.286e-09 200-218 


711 


BL00799 


Granulins proteins. 


BL00799E 14.64 8.627e-09 1201-1249 


711 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764B 13.56 3.593e-15 1048-1068 
PR00764B 13.56 2.227e-13 3636-3656 
PR00764B 13.56 8.091e-13 1139-1159 
PR00764B 13.56 5.565e- 12 928-948 
PR00764B 13.56 7.652e-12 1010-1030 
PR00764B 13.56 8.043e-12 3399-3419 
PR00764B 13.56 2.250e-l 13595-3615 
PR00764B 13.56 4.000e-ll 3557-3577 
PR00764B 13.56 4.500e-ll 2762-2782 
PR00764B 13.56 6.000e-l 1 969-989 
PR00764B 13.56 7.125e-ll 2633-2653 
PR00764B 13.56 8.875e-ll 2724-2744 
PR00764B 13 56 9 625e-ll 887-907 
PR00764B 13.56 6.377e- 10 2804-2824 
PR00764B 13.56 1.338e-09 3479-3499 
PR00764B 13.56 1.563e-09 120-140 
PR00764B 13.56 3.025e-09 3439-3459 
PR00764B 13.56 3.925e-09 75-95 
PR00764B 13.56 5.3 88e-09 2594-2614 
PR00764B 13.56 6.963e-09 2553-2573 
PR00764B 13.56 8.425e-09 2933-2953 
PR00764B 13.56 8.763e-09 3518-3538 


711 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 8.412e-15 206-221 
BL01187B 12.04 2.333e-12 3019-3034 
BL01187B 12.04 7.300e-ll 3895-3910 
BL01187B 12.04 4.600e-10 2979-2994 
BL01 187B 12.04 4.825e-09 3855-3870 
BL01187A 9.98 5.500e-09 3003-3014 
BL01187A 9.98 9.625e-09 190-201 


711 


BL01209 


LDL-receptor class A (LDLRA) domain 
proteins. 


BL01209 9.31 8.313e-16 89-101 
BL01209 9.31 9.438e-16 1062-1074 
BL01209 9.31 3.368e-15 2818-2830 
BL01209 9.31 3.842e-15 1110-1122 
BL01209 9.31 4.316e-15 901-913 
BL01209 9.31 4.000e-14 2608-2620 
BL01209 9.31 4.000e- 14 3413-3425 
BL01209 9.31 5.125e-14 3571-3583 
BL01209 9.31 5.500e-14 1194-1206 
BL01209 9.31 7.750e-14 2902-2914 
BL01209 9.31 8. 125e-14 3650-3662 
BL01209 9.31 9.250e-14 1153-1165 
BL01209 9.31 1.000e-13 3730-3742 
BL01209 9.31 6.700e-13 2738-2750 
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BL01209 9.317 
BL01209 9.31 8 
BL01209 9.313 
BL01209 9.317 
BL01209 9.31 8 
BL01209 9.31 8 
BL01209 9.31 1 
BL01209 9.313 
BL01209 9.31 5 
BL01209 9.316 
BL01209 9.316 
BL01209 9.31 9 
BL01209 9.31 1 
BL01209 9.313 
BL01209 9.314 
BL01209 9.314 
BL01209 9.31 7, 
BL01209 9.31 9, 



.000e-13 3689-3701 
500e-13 2696-2708 
605e-12 2567-2579 
632e-12 3453-3465 
.105e-12 2776-2788 
579e-12 1024-1036 
196e-l 1 2861-2873 
543e-ll 134-146 
109e-l 1 3373-3385 
087e-ll 2947-2959 
478e-l 13609-3621 
413e-l 13773-3785 
346e-10 3818-3830 
769e-10 3493-3505 
115e-10 3532-3544 
981e-10 942-954 
231e-10 983-995 
679e-09 2647-2659 



711 



PR00054 



FUNGAL ZN-CYS BINUCLEAR 
CLUSTER SIGNATURE 



PR00054B8.73 1.000e-08 3605-3611 



712 



BL01209 



LDL-receptor class A (LDLRA) domain 
proteins. 



BL01209 9.31 8.313e-16 89-101 
BL01209 9.313.543e-ll 134-146 



712 



PR00261 



LOW DENSITY LIPOPROTEIN (LDL) 
RECEPTOR SIGNATURE 



PR00261A 11.02 3.288e-16 80-101 
PR00261C 11.37 9.115e-16 80-101 
PR00261D 12.47 3.286e- 15 80-101 
PR00261B 14.12 5.985e-15 80-101 
PR00261C 11.37 6.178e-12 125-146 
PR00261E 11.08 8.227e-12 80-101 
PR00261E 11.08 8.500e-12 125-146 
PR00261F 11.57 6.875e-ll 80-101 
PR00261D 12.47 7.081e-ll 125-146 
PR00261A 11.02 7.811e-ll 125-146 
PR00261F 11.57 2.920e-10 125-146 
PR00261B 14.12 7.667e-10 125-146 



712 



PR00764 



COMPLEMENT C9 SIGNATURE 



PR00764B 13.56 1.563e-09 120-140 



712 



PR00907 



THROMBOMODULIN SIGNATURE 



PR00907B 11.29 5.720e-09 162-178 



714 



BL00232 



Cadherins extracellular repeat proteins 
domain proteins. 



BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232B 
BL00232C 
BL00232C 
BL00232C 
BL00232C 
BL00232C 



32.79 2, 
32.79 8, 
32.79 4, 
32.79 8 
32.79 2 
32.79 5 
32.79 9 
32.79 1 
32.79 1 
32.79 2 
32.79 1 
10.65 5 
10.65 1 
10.65 2 
10.65 4 
10.65 4 



765e-25 
263e-22 
571e-19 
857e-19 
662e-18 
292e-18 
,585e-18 
,265e-17 
529e-17 
,588e-17 
,386e-16 
390e-12 
391e-ll 
,174e-ll 
522e-ll 
.115e-10 



233-280 

458-505 

1193-1240 

1083-1130 

1403-1450 

979-1026 

1298-1345 

672-719 

118-165 

776-823 

876-923 

1081-1098 

334-351 

1296-1313 

1401-1418 

977-994 
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BL00232B 32.79 7.200e~10 341-388 
BL00232C 10.65 9.827e-10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 


714 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 4.353e-ll 977-994 
PR00205B 11 39 4 529e-ll 231-248 
PR00205B 11.39 7.529e-ll 1081-1098 
PR00205B 11.39 1.655e-10 1296-1313 
PR00205B 11.39 4.764e-10 1191-1208 
PR00205B 11.39 5.091e-10 1401-1418 
PR00205B 1 1.39 6.400e-10 456-473 
PR00205B 11.39 l.OOOe-09 334-351 
PR00205B 11.39 1.763e-09 874-891 
PR00205B 11.39 7.712e-09 563-580 
PR00205B 11.39 9.085e-09 670-687 


715 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 2.765e-25 233-280 
BL00232B 32.79 8.263e-22 458-505 
BL00232B 32.79 4.571e-19 1193-1240 
BL00232B 32.79 8.857e-19 1083-1130 
BL00232B 32.79 2.662e~18 1403-1450 
BL00232B 32.79 5.292e-18 979-1026 
BL00232B 32.79 9.585e-18 1298-1345 
BL00232B 32.79 1.265e-17 672-719 
BL00232B 32.79 1.529e-17 118-165 
BL00232B 32.79 2.588e-17 776-823 
BL00232B 32 79 1 386e-16 876-923 
BL00232C 10.65 5.390e-12 1081-1098 
BL00232C 10.65 1.391e-ll 334-351 
BL00232C 10.65 2.174e-ll 1296-1313 
BL00232C 10.65 4.522e-ll 1401-1418 
BL00232C 10.65 4.115e-10 977-994 
BL00232B 32.79 7.200e-10 341-388 
BL00232C 10.65 9.827e-10 670-687 
BL00232C 10.65 4.474e-09 874-891 
BL00232C 10.65 8.737e-09 231-248 


715 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 4.353e-ll 977-994 
PHOft?OSR 1 1 4 S?9p-1 1 211-248 
PR00205B 11.39 7.529e-ll 1081-1098 
PR00205B 11.39 1.655e-10 1296-1313 
PR00205B 11.39 4.764e-10 1191-1208 
PR00205B 11.39 5.091e-10 1401-1418 
PR00205B 11.39 6.400e- 10 456-473 
PR00205B 11.39 1.000e-09 334-351 
PR00205B 11.39 1.763e-09 874-891 
PR00205B 11.39 7.712e-09 563-580 
PR00205B 11.39 9.085e~09 670-687 


716 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e- 12 706-736 


716 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 


PF009301 15.96 6.373e-17 748-775 
PF00930H 20.16 2.482e-13 669-711 
PF00930J 8.78 1.000e-ll 800-820 
PF00930G 21.30 9.613e-09 629-666 


717 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 156-172 
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BL00028 16.07 1.900e-13 352-368 
BL00028 16.07 2.565e-12 240-256 
BL00028 16.07 4. 130e- 12 212-228 
BL00028 16.07 8.435e- 12 324-340 
BL00028 16.07 5.154e-ll 268-284 
BL00028 16.07 6.192e-ll 296-312 
BL00028 16.07 6.885e-ll 184-200 


717 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDL 


PD00066 13.92 8.800e-14 172-184 
PD00066 13.92 4. 857e- 12 200-212 
PD00066 13.92 5.286e-12 228-240 
PD00066 13.92 6.143e-12 340-352 
PD00O66 13.92 7.000e-12 256-268 
PD00066 13.92 2.957e-ll 312-324 
PD00066 13.92 5.304e-ll 50-62 
PD00066 13.92 7.231e-10 78-90 
PD00066 13.92 3.100e-09 284-296 


717 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.909e-15 321-334 
PR00048A 10.52 1.000e-14 181-194 
PR00048A 10.52 1.000e-14 349-362 
PR00048A 10.52 3.571e-13 237-250 
PR00048A 10.52 4.857e-13 153-166 
PR00048A 10.52 1.947e-ll 209-222 
PR00048A 10.52 3.842e-ll 265-278 
PR00048A 10.52 5.737e-ll 293-306 
PR00048B 6.02 9.308e-ll 197-206 
PR00048B 6.02 6.063e-10 225-234 
PR00048B 6.02 6.063e-10 365-374 
PR00048B 6.02 8.875e-10 169-178 
PR00048B 6.02 5.737e-09 337-346 
PR00048B 6.02 9.053e-09 309-318 


718 


DM01206 


CORONAVIRUS NUCLEOCAPSID 
PROTEIN. 


DM01206B 10.69 3.278e-09 70-89 
DM01206B 10.69 4.418e-09 105-124 


718 


BL00048 


Protamine PI proteins. 


BL00048 6.39 7.107e-16 64-90 BL00048 
6.39 9.196e-16 63-89 BL00048 6.39 
1.132e-12 62-88 BL00048 6.39 2.059e- 
12 66-92 BL00048 6.39 3.250e-12 65-91 
BL00048 6.39 7.618e-12 92-118 
BL00048 6.39 2.625e-ll 60-86 BL00048 
6.39 6.500e-ll 113-139 BL00048 6.39 
6.750e-ll 78-104 BL00048 6.39 6.875e- 
11 104-130 BL00048 6.39 7.125e-ll 
112-138 BL00048 6.39 8.625e-ll 74-100 
BL00048 6.39 2.539e-10 108-134 
BL00048 6.39 4.434e-10 61-87 BL00048 
6.39 5.855e-10 110-136 BL00048 6.39 
6.921e-10 98-124 BL00048 6.39 7.158e- 
10 109-135 BL00048 6.39 7.750e-10 97- 
123 BL00048 6.39 8.105e-10 79-105 
BL00048 6.39 8.579e-10 19-45 BL00048 
6.39 8.934e-10 94-120 BL00048 6.39 
9.526e-10 103-129 BL00048 6.39 
1.675e-09 101-127 BL00048 6.39 
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1.900e-09 73-99 BL00048 6.39 3.250e- 
09 81-107 BL00048 6.39 3.475e-09 111- 
137 BL00048 6.39 3.700e-09 82-108 
BL00048 6.39 3.700e-09 96-122 
BL00048 6.39 4.263e-09 99-125 
BL00048 6.39 5.163e-09 107-133 
BL00048 6.39 5.275e-09 67-93 BL00048 
6.39 5.275e-09 80-106 BL00048 6.39 
5.388e-09 49-75 BL00048 6.39 6.738e- 
09 116-142 BL00048 6.39 7.975e-09 
124-150 BL00048 6.39 8.650e-09 52-78 
BL00048 6.39 8.763e-09 18-44 BL00048 
6.39 9. 100e-09 21-47 BL00048 6.39 
9.550e-09 76-102 BL00048 6.39 9.550e- 
09 100-126 BL00048 6.39 9.663e-09 
102-128 BL00048 6.39 1.000e-08 77-103 


720 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 5.875e-20 1548-1575 
PD01719A 12.89 8.200e-17 1719-1746 
PD01719A 12.89 9.182e-17 1491-1518 
PD01719A 12.89 4.569e-16 1434-1461 
PD01719A 12 89 7286e-14 1605-1632 
PD01719A 12.89 2.364e-13 1662-1689 


720 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 6.538e-16 2348-2363 
BL01187B 12.04 3.647e-15 2191-2206 
BL01187B 12.04 5.696e-13 2108-2123 
BL01187B 12.04 7.261e-13 2232-2247 
BL01187A 9.98 4.3 16e-ll 2172-2183 
BL01187A 9.98 1.429e-10 2047-2058 
BL01 187B 12.04 2.286e-10 2023-2038 
BL01 187A 9.98 1.750e-09 2332-2343 


720 


BL01177 


Anaphylatoxin domain proteins. 


BL01177D 17.50 5. 167e-09 2042-2059 


720 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 2.256e-10 1000-1023 
BL00240B 24.70 5.395e-10 450-473 
BL00240B 24.70 3.681e-09 1090-1113 
BL00240B 24.70 6.170e-09 634-657 


720 


PR00010 


TYPE n EGF-LIKE SIGNATURE 


PR0O01OC 1 1.16 2.091e-10 2353-2363 
PR00010C 11.16 6.357e-09 2196-2206 


720 


PD02870 


RECEPTOR INTERLEUKJN-1 
PRECURSOR 


PD02870B 18.83 6.294e-ll 763-795 
PD02870B 18.83 8.306e-ll 1126-1158 
PD02870D 15.74 4.800e-10 1126-1160 
PD02870B 18.83 7.400e-10 393-425 
PD02870B 18.83 9.600e-10 670-702 
PD02870B 18.83 1.862e-09 945-977 
PD02870B 18.83 3.585e-09 1215-1247 
PD02870D 15.74 6.553e-09 854-888 
PD02870B 18.83 6.745e-09 1306-1338 


720 


BL00281 


Bowman-Birk serine protease inhibitors 
family proteins. 


BL00281A 14.18 6.754e-09 2018-2034 


720 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.900e-09 2357-2363 
BL00022B 7.54 7.300e-09 2200-2206 


720 


BL00799 


Granulins proteins. 


BL00799B 11.02 7.429e-09 2014-2049 


720 


DM00864 


EGF-LIKE DOMAIN. 


DM00864B 11.34 7.465e-09 2196-2214 



WO 2004/080148 



PC17US2003/030720 



305 

TABLE 3 A 



SEQ 
ID 


Database 
entry ID 


Description 


Result* 


720 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 7.8 18e-09 450-471 


720 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688D 13.44 2.756e-09 679-701 
DM01688G 16.45 6.040e-09 1210-1241 
DM01688D 13.44 8.244e-09 26-48 


720 




w KTNASF AT PHA ADHESION T-CELL 


DM00179 13.97 5.737e-10 119-128 
DM00179 13.97 9.053e-10 494-503 
DM00179 13.97 6.870e-09 25-34 
DM00179 13.97 8.043e-09 1223-1232 
DM00179 13.97 8.435e-09 401-410 


720 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 1 1.29 2.479e-l 1 2344-2360 
PR00907B 11.29 3.688e-10 2228-2244 
PR00907G 11.63 9.660e- 10 2348-2374 
PR00907G 11.63 9.745e-10 2232-2258 
PR00907G 1 1.63 9.027e-09 2108-2134 


720 


PD00015 


GLYCOPROTEIN PRECURSOR CELL SL 


PD00015B 5.21 1.000e-08 1279-1285 


721 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 1.122e-09 452-473 


721 


BL00300 


SRP54-type proteins GTP -binding domain 
proteins. 


BL00300B 20.56 3.228e-09 452-497 


722 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 9.053e-22 618-649 
BL00211B 1337 3.314e-13 1430-1461 
BL00211A 12.23 2.385e-ll 515-526 
BL00211A 12.23 1.529e-10 1327-1338 


722 


PR00326 


GTP1/OBG GTP-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A 8.75 1.129e-09 513-533 
PR00326A 8.75 2.671e-09 1325-1345 


722 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649F 14.99 4.761e-09 857-878 


723 


BL00130 


Uracil-DNA glycosylase proteins. 


BL00130A 13.75 1.000e-08 576-588 


724 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 156-198 
BL00072D 30.08 7.136e-10 67-117 


725 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7. 188e- 12 409-421 


725 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 407-425 


725 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 143-159 


725 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 138-147 


725 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 68-93 


725 


BL01177 


Anaphylatoxin domain proteins. 


BL01 177E 20.64 9.882e-09 145-171 


725 


BL01187 


Calcium-binding EGF-like domain proteins 
oattern oroteins 


BL01187B 12.04 9.100e-14 236-251 ! 
BL01187B 12.04 5.333e-12 191-206 
BL01187B 12.04 6.333e-12 109-124 
BL01187A 9.98 9.250e-09 172-183 
BL01187A 9.98 1.000e-08 217-228 


727 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 6.108e-22 898-938 
PD00930A 25.62 3.415e-14 775-800 


727 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 4.706e-12 724-739 


727 


PF00620 


GTPase-activator protein for Rho-like 
GTPases. 


PF00620B 14.20 6.000e-10 825-841 


727 


BL01240 


Purine and other phosphorylases family 2 
proteins. 


BL01240C 25.01 1.414e-09,36-77 


729 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 


BL00142 8.38 8.875e-10 412-422 
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region proteins. 




729 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 4.150e-15 572-599 
PD01719A 12.89 3.487e-10 1222-1249 
PD01719A 12.89 6.447e-10 1166-1193 
PD01719A 12.89 1.778e-09 1425-1452 
PD01719A 12.89 7.556e-09 1091-1118 


735 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 1.333e-14 302-324 


742 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3.571e-13 656-673 
PR00205B 11.39 9.357e-13 233-250 
PR00205B 11.39 9.413e-12 339-356 
PR00205B 11.39 7.055e- 10 450-467 
PR00205B 11.39 8.691e-10 553-570 


742 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 8.615e-24 235-282 
BL00232B 32.79 3.631e-18 555-602 
BL00232B 32.79 9.862e-18 452-499 
BL00232B32.79 2.110e-15 125-172 
BL00232C 10.65 6.500e-13 233-250 
BL00232C 10.65 8.750e-13 656-673 
BL00232C 10.65 6.087e-ll 339-356 
BL00232C 10.65 9.827e-10 450-467 


745 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 216-232 
BL00028 16.07 8.313e-15 518-534 
BL00028 16.07 1.529e- 14 244-260 
BL00028 16.07 1.000e-13 188-204 
BL00028 16.07 2.350e-13 272-288 
RT OnO?R 16 07 1 000e-l 2 412-428 
BL00028 16.07 2.957e-12 356-372 
BL00028 16.07 2.957e-12 490-506 
BL00028 16.07 2.957e-12 546-562 
BL00028 16.07 3.348e-12 384-400 
BL00028 16.07 4.522e-12 300-316 
BL00028 16.07 6.870e-12 328-344 
BL00028 16.07 1.000e-ll 160-176 
BL00028 16.07 3.400e- 10 440-456 
BL00028 16.07 1.000e-09 132-148 


745 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.091e-15 381-394 
PR00048A 10.52 6.727e-15 269-282 
PR00048A 10.52 6.727e-15 543-556 
PR00048A 10.52 7.545e-15 487-500 
PR00048A 10.52 9.182e-15 185-198 
PR00048A 10.52 6.143e-13 213-226 
PR00048A 10.52 7.429e-13 409-422 
PR00048A 10.52 8.714e-13 241-254 
PR00048A 10.52 8.714e-13 297-310 
PR00048A 10.52 4.706e-12 353-366 
PR00048B 6.02 6.000e-12 173-182 
PR00048B 6.02 3.077e-ll 341-350 
PR00048B 6.02 7.923e-ll 503-512 
PR00048B 6.02 1.000e-10 229-238 
PR00048A 10.52 4.522e-10 515-528 
PR00048A 10.52 6.870e-10 129-142 
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PR00048B 6.02 8.875e-10 531-540 
PR00048A 10.52 1.720e-09 157-170 
PR00048A 10.52 2.800e-09 437-450 
PR00048B 6.02 2.895e-09 453-462 
PR00048B 6.02 5.737e-09 313-322 
PR00048A 10.52 6.760e-09 325-338 


745 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 5.200e-14 176-188 

PD00066 13.92 4.000e-13 232-244 

PD00066 13.92 3.571e-12 534-546 
PD00066 13.92 4.000e-12 400-412 
PD00066 13.92 1.000e-ll 260-272 
PD00066 13.92 l.OOOe-ll 372-384 
PD00066 13.92 4.522e-ll 204-216 
PD00066 13.92 l.OOOe-10 288-300 
PD00066 13.92 7.300e-09 506-518 


746 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 

iVUB I Al_r-i31TN UU.N \J INU. 


PD01066 19.43 8.250e-35 37-75 


746 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDL 


PD00066 13.92 5.200e-14 251-263 
PD00066 13.92 8.200e-14 419-431 
PD00066 13.92 4.000e-13 307-319 
PD00066 13.92 1.857e-12 531-543 
PD00066 13.92 4.000e-12 475-487 
PD00066 13.92 l.OOOe-11 335-347 
PD00066 13.92 l.OOOe-11 447-459 
PD00066 13.92 4.522e-ll 279-291 
PD00066 13.92 l.OOOe-10 363-375 


746 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 4.375e-15 291-307 
BL00028 16.07 1.529e- 14 319-335 

tdt nnfto© 1 07 1 Cl(\(\e> 1 3 9£1-97Q 

BL00028 16.07 2.350e-13 347-363 
BL00028 16.07 l.OOOe- 12 487-503 
BL00028 16.07 2.957e-12 431-447 
BL00028 16.07 3.348e-12 459-475 
BL00028 16.07 4.522e-12 375-391 
BL00028 16.07 6.870e-12 403-419 
BL00028 16.07 l.OOOe-11 235-251 
BL00028 16.07 3.400e-10 515-531 
BL00028 16.07 1.000e-09 207-223 


746 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.091e-15 456-469 
PR00048A 10.52 6.727e-15 344-357 
PR00048A 10.52 9.182e-15 260-273 
PR00048A 10.52 6.143e-13 288-301 
PR00048A 10.52 7.429e-13 484-497 
PR00048A 10.52 8.714e-13 316-329 
PR00048A 10.52 8.714e-13 372-385 
PR00048A 10.52 4.706e-12 428-441 
PROO048B 6.02 6.000e-12 248-257 
PR00048B 6.02 3.077e-ll 416-425 
PR00048B 6.02 L000e-10 304-313 
PR00048A 10.52 6.870e-10 204-217 
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PR00048A 10.52 1.720e-09 232-245 
PR00048A 10.52 2.800e-09 512-525 
PR00048B 6.02 2.895e-09 528-537 
PR00048B 6.02 5.737e-09 388-397 
PR00048A 10.52 6.760e-09 400-413 


747 


PF01105 


eirm24/pT)25L/n24 familv 


PF01 105B 25.12 2.868e-25 144-195 


749 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR0O405C 19.41 L000e-18 579-600 
PR00405A 17.71 8.147e-18 539-558 
PR00405B 11.83 7.300e-17 558-575 


749 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 7.688e-09 831-885 


751 


PD01066 


PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 


PD01066 19.43 6.143e-21 344-382 


751 


rUUUUOO 


T>u r\TT?TTvT VThJC* "ETXTfTRP A/TPT A T HTXTHT 
risSJ 1 JCrJUN ZJiNw-r UN LrHIS. IYUd X /vi_>--D JJ.N Ul . 


pnftnnfifi 1^ 09 r ^oop 1^ 7/»q 7Ri 
PD00066 13.92 4.857e-12 711-723 


751 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 4.706e-12 778-791 
PR00048B 6.02 6.538e-ll 766-775 
PR00048A 10.52 l.OOOe- 10 750-763 

P"RftO048T* 09 (\ Ofvtp-10 708-717 
PR00048A 10.52 8.043e-10 630-643 
PR00048A 10.52 8.435e-10 692-705 
PR00048A 10.52 1.360e-09 720-733 


751 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 3.118e-14 753-769 
BL00028 16.07 1.346e-ll 781-797 
BL00028 16.07 3.769e-ll 605-621 
BL00028 16.07 9.400e-10 723-739 
BL00028 16.07 1.771e-09 695-711 


754 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


754 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 

Jb>JLUU4//Lj o.oZOe-Z.5 yoJ-lU14 

BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 

t>t CiCiAllT! 17 ^ A 1 % IS* 77^ 

BL004771 18.76 2.650e- 12 1085-1111 
TU 00477D 19 7^ 4 073e-19 790-7^8 
BL00477H 9 07 5 395e-12 1054-1065 
BL00477C 15.70 1. 1 6 le- 10 236-252 


755 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514E 14.28 7.750e-12 299-315 
BL0O514D 15.35 9.824e-ll 280-292 
BL00514G 15.98 4.273e-10 362-391 
BL00514H 14.95 6.217e-09 397-421 


756 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL007901 20.01 7.638e-10 868-898 


756 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.309e-09 371-403 


756 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 189-198 


756 


PR00014 


FIBRONECTIN TYPE m REPEAT 
SIGNATURE 


PR00014B 14.77 6.400e-10 832-842 
PR00014D 12.04 3.700e-09 671-685 
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PR00014C 15.44 4.522e-09 857-875 
PR00014D 12.04 8.200e-09 875-889 
PR00014D 12.04 9.550e-09 774-788 


757 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.149e-09 306-329 


757 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.450e-ll 149-162 
PR00019B 11.36 5.050e-10 98-111 
PR00019B 11.36 7.840e-09 122-135 


758 


BL00240 


Receptor tyrosine kinase class IE proteins. 


BL00240B 24.70 2.149e-09 306-329 


758 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 1.450e-ll 149-162 
PR00019B 1 1.36 5.050e-10 98-1 11 
PR00019B 11.36 7.840e-09 122-135 


759 


BL00649 


G-protein coupled receptors family 2 proteins. 


BL00649C 17.82 4.339e-ll 1086-1111 


759 


PR00249 


SECRETIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00249C 17.08 4.185e-10 1088-1111 


760 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 8.313e-15 277-293 
BL00028 16 07 1 900e-13 193-209 
BL00028 16.07 6.400e-13 137-153 
BL00028 16.07 6.400e-13 389-405 
BL00028 16.07 4.913e-12 109-125 
BL00028 16.07 8.826e-12 333-349 
BL00028 16.07 1.000e-ll 361-377 
BL00028 16.07 1.692e-ll 249-265 
BL00028 16.07 3.077e-ll 221-237 
BL00028 16.07 6.538e-ll 305-321 
BL00028 16.07 7.577e-ll 165-181 


760 


PD00O66 


PROTEIN ZINC-FINGER METAL-BINDI. 


PD00066 13.92 4.000e-14 265-277 
PD00066 13 92 5 200e-14 97-109 
PD00066 13.92 5.200e-14 293-305 
PD00066 13.92 5.200e-14 321-333 
PD00066 13.92 2.000e-13 209-221 
PD00066 13.92 3.500e-13 181-193 
PD00066 13.92 l.OOOe-12 377-389 
PD00066 13.92 4.857e-12 237-249 
PD00066 13.92 7.857e-12 125-137 
PD00066 13.92 8.826e-ll 405-417 
PD00066 13.92 5.200e-09 349-361 


760 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 5.500e-14 330-343 
PR00048A 10.52 7.000e-14 246-259 
PR00048A 10.52 9.250e-14 190-203 
PR00048A 10.52 1.643e-13 218-231 
PR00048A 10.52 4.857e-13 274-287 
PR00048A 10.52 l.OOOe-12 106-119 
PR00048B 6.02 6.000e-12 94-103 
PR00048B 6.02 6.000e-12 402-411 
PR00048A 10.52 4.789e-ll 134-147 
PR00048B 6.02 5.846e-ll 290-299 
PR00048B 6.02 5.846e-ll 374-383 
PR00048A 10.52 9.526e-ll 386-399 
PR00048A 10.52 1.391e-10 302-315 
PR00048A 10.52 L783e-10 162-175 
PR00048A 10.52 7.261e- 10 414-427 
PR00048B 6.02 8.875e-10 318-327 
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PR00048B 6.02 5.737e-09 262-271 


760 


PD02462 


PROTEIN BOLA TRANSCRIPTION 
REGULATION AC. 


PD02462A 22.48 1.768e-09 270-304 
PD02462A 22.48 6.488e-09 298-332 


761 


PR00121 


SODIUM/POTASSIUM-TRANSPORTING 
ATPASE SIGNATURE 


PR00121D 16.72 6.844e-15 173-194 


761 


BL00154 


E1-E2 ATPases phosphorylation site proteins. 


BL00154E 20.37 2.929e-13 446-486 
BL00154C 12.38 1.540e-12 176-194 


761 


PR00119 


P-TYPE CATION-TRANSPORTING 
ATPASE SUPERFAMELY SIGNATURE 


PR00119B 13.94 7.245e-12 180-194 


761 


BL01228 


Hypothetical cof family proteins. 


BL01228D 17.44 6.348e-09 595-619 


763 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 7.686e-09 172-188 


764 


BL00892 


HIT family proteins. 


BL00892A 18.17 2.125e-10 177-207 


764 


BL00064 


L-lactate dehydrogenase proteins. 


BL00064F 25.14 7.720e-09 295-339 


767 


PD02102 


SUBUNIT E V-ATPASE VACUOLAR ATP 
SYNTHASE HYDROL. 


PD02102A 16.74 8.318e-09 121-164 


768 


BL00926 


Lysyl oxidase copper-binding region 
proteins. 


BL00926E 14.42 2.976e-22 306-342 
BL00926D 9.03 6.336e-14 260-306 


768 


PR00074 


LYSYL OXIDASE SIGNATURE 


PR00074C 8.72 2.674e-18 311-339 
PR00074A 9.55 2.514e-10 255-283 


76R 




opciavl ICUCpiUl icpcal piULCUUo UUXIlaill 

proteins. 


RT 00490*R 99 67 S SO0ft_9Q 3^-R7 

BL00420C 11.90 8.017e-ll 118-128 
BL00420B 22.67 3.526e-10 147-201 


76 R 


PP009SR 


<2PFP ArTttFPFPTOP ^Tf^NTATTTPF 

- 


PP009SRA 11465791p-11 

PR00258E 13.33 7.000e-ll 117-129 
PR00258B 9.63 2.180e-10 48-59 
PP009S8P 0 OS 1 46Qp-1 0 63-73 

PR00258A 1 1.46 2.746e-10 29-45 
PR00258D 14 41 4 724e-10 94-108 
PR00258D 14.41 7.429e-09 210-224 


773 


BL01315 


PVifvnVhatidatfi r.vH^vlv1trjiTiQf**TJ»QP TvrntpfnQ 


RTOniSC 18 61 1 000e-40 342-38S 
BL01315A 22.47 8.650e-28 221-252 
BL01315B 10 40 1 000e-17 ^53-266 1 


774 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 5.655e- 11 190-204 
PR00320C 13 01 8 560e-10 190-204 
PR00320B 12.19 8.425e-09 190-204 


779 


BLOl 152 


Hypothetical hesB/yadR/yfhF family proteins. 


BL01152B 20.12 1.581e-17 70-95 
BL01152C 25.93 1.659e-ll 103-149 


783 


BL00280 


Pancreatic trypsin inhibitor (Kunitz) family 
proteins. 


BL00280 24.61 7.070e-26 547-590 


783 


PR00453 


VON WILLEBRAND FACTOR TYPE A 
DOMAIN SIGNATURE 


PR00453A 12.79 3.483e-14 265-282 


783 


PR00759 


BASIC PROTEASE (KUNITZ-TYPE) 
INHIBITOR FAMILY SIGNATURE 


PR00759C 14 15 1 205e-10 575-590 
PR00759B 1 1.26 7.968e-10 565-575 


783 


BLOl 113 


Clq domain proteins. 


BLOl 1 13A 17.99 4.447e-10 54-80 
BL01113A 17.99 4.638e-10 100-126 
BL01113A 17.99 7.702e-10 57-83 
BL01113A 17.99 1.865e-09 106-132 
BL01113A 17.99 3.250e-09 60-86 
BLOl 1 13A 17.99 3.250e-09 213-239 
BL01113A 17.99 3.423e-09 34-60 
BL01113A 17.99 6.365e-09 198-224 
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BL01113A 17.99 7.231e-09 109-135 


783 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 3.213e-10 16-44 
BL00420A 20.42 1.415e-09 100-128 
BL00420A 20.42 7.923e-09 216-244 
BL00420A 20.42 8.477e-09 169-197 


785 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 5.404e-09 336-359 


786 


PR00918 


CMJCIYIRUS NON-STRUCTURAL 
POLYPROTEIN FAMILY SIGNATURE 


PR00918A 13.76 4.284e-12 27-47 


786 


BL01128 


Shikirnate kinase proteins. 


BL01128A 18.84 6.684e-ll 394-427 


786 


BL00795 


Involucrin proteins. 


BL00795C 17.06 8.000e-ll 191-235 


786 


BL00300 


SRP54-type proteins GTP-binding domain 
proteins. 


BL00300B 20.56 4.032e-10 391-436 


786 


PR00830 


ENDOPEPTIDASE LA (LON) SERINE 
PROTEASE (S16) SIGNATURE 


PR00830A 8.41 4;452e-09 37-56 


786 


BL00113 


Adenylate kinase Droteins. 


BL00113A 12.74 3.782e-ll 34-50 
BL00113B 20.49 4.974e-ll 58-101 
BL00113A 12.74 5.431e-09 395-411 


786 


BL00674 


AAA-protein family proteins. 


BL00674B 4.46 5.986e-09 30-51 


786 


PR00R19 


CBXX/CFQX SUPERFAMILY 
SIGNATURE 


PR00819B 10.83 7.247e-09 32-47 


786 


PR00364 


DISEASE RESISTANCE PROTEIN 
SIGNATURE 


PR00364A 8.19 8.057e-09 32-47 


786 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 8.914e-09 31-52 


788 


BL50002 


Src homology 3 (SIB) domain proteins 
profile. 


BL50002B 15.18 l.OOOe- 10 42-55 
BL50002A 14.19 3.813e-09 4-22 


789 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002B 15.18 1.000e-10 115-128 
BL50002A 14.19 3.813e-09 77-95 


ly\j 


JjiA/UZOO 


Tie-up rnhihitrirQ rvf mptallonrotpiTiases 

proteins. 


BL00288A 17.47 9.143e-21 10-39 
BL00288C 14.62 6.500e-18 73-87 
BL00288B 9.44 7.000e-15 54-64 


791 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 2.080e-l 1 156-173 


70? 




T rnP-^l vcnsvltransferases t>roteins 


BL00375F 16.99 1.000e-40 270-314 
BL00375G 13.01 1.000e-40 369-408 
BL00375E 18.75 3.250e-37 215-264 
BL00375D 14.56 5.622e-24 175-202 
BL00375C 18.27 6.478e-24 110-133 
BL00375B 21.22 5.000e-22 47-87 


7Q4 


BL01183 


ubiE/COQ5 methyltransferase family 
proteins. 


BL01183B 21.31 6.660e-12 143-187 


794 


BL01279 


Protein-L-isoaspartate(D-aspartate) 0- 
methyltransferase signa. 


BL01279A 24.27 5.862e-ll 57-104 


795 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.045e-21 494-533 


795 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237C 15.69 2.000e-12 508-530 
PR00237B 13.50 4.414e-ll 463-484 
PR00237D 8.94 5.050e-l 1 544-565 ' 


796 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


797 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 2.500e-10 82-129 


798 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 3.628e-09 82-129 


802 


PF00997 


Kappa casein. 


PF00997D 9.95 8.306e-09 506-540 


804 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 


PD02080B 20.69 9.716e-09 20-58 
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SURFACE ALPHA PRE. 




804 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFESL 


PD01270A 17.22 9.806e-09 19-58 


805 


BL00982 


Bacterial-type phytoene dehydrogenase 
proteins. 


BL00982E 9.88 4.857e-ll 24-39 


806 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


807 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


808 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 8.696e-ll 72-97 


O AZ 


pit nn?40 


UppMitfvr tvrncinp Irina^p rlaoo III nTfltevns 


BL00240B 24.70 2.674e-10 279-302 
BL00240B 24.70 8.535e-10 374-397 
BL00240B 24.70 7.702e-09 470-493 


812 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR 


PD02870B 18.83 4.600e-10 512-544 
PD02870B 18.83 7.894e-09 120-152 


813 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR 


PD02870B 18.83 4.600e-10 2395-2427 
PD02870B 18.83 4.160e-09 1707-1739 
PD02870B 18.83 5.883e-09 1806-1838 
PD02870B 18.83 7.894e-09 2003-2035 
PD02870B 18.83 7.989e-09 435-467 


olj 




HT VPOPR OTFTN PRFCT TRSOR CFT L 551 


PD00015B 5.21 8.000e-09 1481-1487 


813 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.256e-10 1667-1690 
BL00240B 24.70 2.674e-10 2162-2185 
BL00240B 24.70 8.535e-10 2257-2280 
BL00240B 24.70 4.064e-09 1570-1593 
BL00240B 24.70 5.213e-09 300-323 
BL00240B 24.70 7.702e-09 2353-2376 
BL00240B 24.70 8.851e-09 1473-1496 


814 


PR00500 


POLYCYSTIC KIDNEY DISEASE 
PROTEIN SIGNATURE 


PR00500B 7.74 6.305e-09 220-240 


814 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR 


PD02870B 18.83 4.600e- 10 2590-2622 
PD02870B 18.83 4.160e-09 1902-1934 
PD02870B 18.83 5.883e-09 2001-2033 
PD02870B 18.83 7.894e-09 2198-2230 
PD02870B 18.83 7.989e-09 630-662 




sru\j\j\j i j 


HT YPOPROTEIN PRECURSOR CELL SI 


PD00015B 5.21 8.000e-09 1676-1682 


814 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 2.256e- 10 1862-1885 
BL00240B 24.70 2.674e-10 2357-2380 
BL00240B 24.70 8.535e-10 2452-2475 
BL00240B 24 70 4 064e-09 1765-1788 
BL00240B 24.70 5.213e-09 495-518 
BL00240B 24.70 7.702e-09 2548-2571 
BL00240B 24.70 8.851e-09 1668-1691 


816 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


816 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 
E GLYCOPROTEIN PLAS. 


PD02807D 7.99 4.779e-09 92-141 


817 


PD01733 


APOLIPOPROTEIN PLASMA LIPID 
TRANSPORT H. 


PD01733B 20.44 6.600e-14 75-129 


817 


PD02807 


APOLIPOPROTEIN E PRECURSOR APO- 


PD02807D 7.99 4.779e-09 92-141 
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E GLYCOPROTEIN PLAS. 




819 


PR00389 


PHOSPHOUPASE A2 SIGNATURE 


PR00389C 18.33 3.172e-20 56-74 
PR00389B 10.70 8.154e-15 37-55 
PR00389E 12.52 5.385e-14 104-120 


819 


BL00118 


Phospholipase A2 histidine proteins. 


BL00118B 16.33 5.875e-33 44-71 
BL00118D 12.85 7.500e-14 104-119 
BL00118C 13.90 8.342e-10 79-97 


821 


BL00908 


Mandelate racemase / muconate lactonizing 
enzyme family signa. 


BL00908B 37.71 1.900e-15 209-263 
BL00908A 15.14 5.310e-10 87-113 


BOO 




Mn^lpcncATYip accp-mVilv rvrntPiTi /NAPi 


PF00956B 23.14 1.000e-40 99-139 
PF00956C7.72 6.850e-22 153-170 
PF00956A 11.88 1.000e-13 58-68 
PF00956D 7.51 3.700e-12 232-242 


899 

OLA 


RT 00894 


Finn cation fnrtoT 1 heta/heta'/delta chain 
proteins. 


BL00824B 9.21 3.676e-09 286-305 


823 


BL01032 


Protein phosphatase 2C proteins. 


BL01032C 6.14 3.195e-12 147-156 
BL01032H 11.25 5.680e-ll 318-330 
BL01032G 8.33 8.932e-l 1 282-295 
BL010321 10.42 8.902e-09 379-388 


894 


PF000Q4 


von Willehrand factor tvne D domain 

V Uil T t lllv \JL CI 1 !■ JLOwivl i jyv ^— ' Uvi ■ mill 

proteins. 


PF00094C 12.88 1.918e-09 124-133 n 


824 


PD02576 


PRECURSOR GLYCOPROTEIN SIGNAL 
CELL. 


PD02576A 27.60 9.057e-09 101-149 


895 


PP00945 


OT FACTORY RFCFPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 121-136 
PR00245B 10.38 3.919e-12 60-74 
PR00245E 12.40 1.000e-10 174-188 


895 


RT 00917 


G-nrofpin rormled receiptors nroteins 


BL00237D 11.23 2.091e-09 165-181 


825 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 155-181 
PR00237E 13.03 9.735e-09 82-105 


896 


PP 00945 


OT FACTORY RFCFPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 
PR00245A 18.03 8.615e-15 58-79 
PR00245B 10.38 3.919e-12 174-188 
PR00245E 12.40 1.000e-10 288-302 




RT 00237 


G-ryrotein couoled receotors oroteins. 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 11.23 2.091e-09 279-295 


826 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 8.962e-09 54-65 


89£ 


PP009V7 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 269-295 
PR00237C 15.69 3.829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


827 


BL00243 


Integrins beta chain cysteine-rich domain 

TiTOtpitlQ 

JJ1 UltslAXO. 


BL00243H 17.53 5.650e-14 39-64 
BL00243H 17.53 4.261e-l 1 5-30 


828 


PD00930 


PROTEIN GTPASE DOMAIN 
ACTIVATION. 


PD00930B 33.72 7.070e-19 201-241 


831 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


831 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 


832 


PR00193 


MYOSIN HEAVY CHAIN SIGNATURE 


PR00193C 12.60 1.383e-23 177-204 
PR00193B 11.69 2.212e-18 125-150 
PR00193A 15.41 5.925e-12 65-84 


832 


BL00567 


Phosphoribulokinase proteins. 


BL00567A 10.66 9.031e-10 127-145 
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834 


BL00484 


Thyroglobulin type-1 repeat proteins proteins. 


BL00484C 17.01 3.647e-12 358-372 
BL00484B 9.04 4.529e-ll 338-351 


834 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 3.880e-09 143-165 


834 


BL00612 


Osteonectin domain proteins. 


BL00612E 13.12 8.230e-09 274-318 


835 


BL00817 


Erythropoietin/ thrombopoeitm proteins. 


BL00817A 18.03 8.200e-10 515-545 


835 


PR00251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


835 


PR00807 


POLLEN ALLERGEN AMB FAMILY 
SIGNATURE 


PR00807A 16.64 8.151e-09 459-476 


836 


BL00817 


Erythropoietin / thrombopoeitin proteins. 


BL00817A 18.03 8.200e-10 515-545 


836 


PR00251 


BACTERIAL OPSIN SIGNATURE 


PR00251A 12.15 8.820e-10 515-534 


836 


PR00807 


POLLEN ALLERGEN AMB FAMILY 
SIGNATURE 


PR00807A 16.64 8.151e-09 459-476 


838 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 327-340 
PR00019A 11.19 9.217e-10 182-195 
PR00019A 11.19 3.333e-09 278-291 
PR00019B 1 1.36 3.520e-09 227-240 
PR00019B 11.36 9.280e-09 299-312 


841 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.464e-09 135-150 


844 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


844 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 9.809e-09 155-178 


845 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


845 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


845 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


845 


PD0208O 


T-CELL GLYCOPROTEIN CD 8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


845 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 9.809e-09 155-178 


847 


PR0O360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 839-852 


847 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF007801 14.69 4.825e-09 165-194 


848 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 4.273e-09 88-101 


851 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.250e-12 174-197 


851 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 218-227 


851 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 327-359 


851 


PR00021 


SMALL PROUNE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 8.405e-09 402-414 


852 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 8.250e-12 170-193 


852 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 3.842e-10 214-223 


852 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 5.500e-10 323-355 


852 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 8.405e-09 398-410 


854 


PF00168 


C2 domain proteins. 


PF00168C 27.49 2.636e-10 183-208 
PF00168C 27.49 6.318e-10 316-341 


854 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399C 12.82 7.324e-12 216-231 
PR00399A 9.52 8.239e-ll 145-160 
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PR00399B 14.27 8.277e-ll 160-173 
PR00399D 14.48 3.930e-10 236-246 
PR00399B 14.27 1.915e-09 291-304 


854 


PR00360 


C2 DOMAIN SIGNATURE 


PR00360B 13.61 6.897e-l 2 200-213 
PR00360A 14.59 6.538e-ll 304-316 
PR00360B 13.61 8.636e-ll 333-346 
PR00360A 14.59 2.184e-09 173-185 


855 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 
RE. 


PD01719A 12.89 3.483e-16 545-572 


855 


BL00142 


Neutral zinc metallopepudases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e~ll 389-399 


855 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9. 182e- 10 384-402 


857 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 58-72 


857 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-teiminal 
region. 


PF00930J8.78 1.000e-08 267-287 


858 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H 2.30 3.077e-09 51-65 


858 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930J8.78 1.000e-08 260-280 






SPFR A CT R F PFPTOR STGN ATT JR F 


PR00258A 11 46 8 054e-16 333-349 
PR00258B 9.63 1.509e- 12 352-363 
PR00258E 13.33 1.833e-10 421-433 


859 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 7.582e-30 337-391 
BL00420C 11.90 9.100e-13 422-432 
BL00420A 20.42 8.269e-12 249-277 
BL00420A 20.42 7.382e-ll 264-292 
BL00420A 20.42 1.885e- 10 288-316 
BL00420A 20.42 7.344e-10 246-274 
BL00420A 20 42 2 246e-09 261-289 


859 


BLOl 113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 264-290 
BL01113A 17.99 5.909e-ll 246-272 
BL01113A 17.99 1. 3 83e- 10 273-299 
BL01113A 17.99 2. 149e- 10 258-284 
BL01113A 17.99 2.915e-10 261-287 
BL01113A 17.99 5.596e-10 252-278 
BL01113A 17 99 7 128e-10 267-293 
BL01113A 17.99 1 .692e-09 282-308 
BL01113A 17.99 5. 154e-09 255-281 


860 


BL00420 


Speract receptor repeat proteins domain 

nrntpinc 
piULCUla. 


BL00420B 22.67 8.333e-39 397-451 
RT 00420P 1 1 90 9 lOOe-H 487-492 
BL00420A 20.42 9.135e-12 309-337 
BL00420A 20.42 7.382e-ll 324-352 
BL00420A 20.42 1.885e-10 348-376 
BL00420A 20.42 7.639e-10 306-334 
BL00420A 20.42 2.246e-09 321-349 


860 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258A 11.46 8.054e-16 393-409 
PR00258B 9.63 1.509e-12 412-423 
PR00258E 13.33 1.833e- 10 481-493 
PR00258C 9.05 3.667e-09 427-437 


860 


BLOl 113 


Clq domain proteins. 


BL01113A 17.99 3.189e-13 324-350 
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Result* 








BL01113A 17.99 5.295e-ll 306-332 
BL01113A 17.99 1.383e-10 333-359 
BL01113A 17.99 2.149e-10 318-344 
BL01113A 17.99 2.915e-10 321-347 
BL01113A 17.99 7.128e-10 327-353 
BL01113A 17.99 L692e-09 342-368 
BL01113A 17.99 4.115e-09 312-338 
BL01113A 17.99 5.673e-09 315-341 


862 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


BL00028 16.07 1.450e-13 222-238 
RT ftflft9R 1 6 fl7 1 OnOp-1 ? 474-490 

DL/UUUZO L\J.\J / i .vUuC" 1Z. t /*t-*t^U 

BL00028 16.07 8.435e-12 502-518 
BL00028 16.07 L346e-ll 306-322 
BL00028 16.07 2.731e-ll 362-378 
BL00028 16.07 2.731e-ll 390-406 
BL00028 16.07 3.423e-ll 250-266 
BL00028 16.07 3.423e-ll 334-350 
BL00028 16.07 7.577e-ll 418-434 
BL00028 16.07 1.600e-10 194-210 
BL00028 16.07 9.400e-10 278-294 


862 


PD00066 


PROTEIN ZINC-FINGER METAL-BINDL 


PD00066 13.92 8.200e-16 322-334 
prvinn/^ 1^ Q9 7?^i<» is AdfLA \ r 

JrJLAFUUOO J.O.i'Z /.ZOie-lJ 'fUO-'rlO 

PD00066 13.92 7.923e-15 462-474 
PD00066 13.92 4.600e-14 378-390 
PD00066 13.92 5.200e-14 490-502 
PD00066 13.92 l.OOOe- 13 210-222 
PD00066 13.92 l.OOOe- 13 294-306 
PD00066 13.92 3.000e-13 238-250 
PD00066 13.92 5.304e-ll 266-278 
PD00066 13.92 7.652e-ll 350-362 
PD00066 13.92 7.000e-09 434-446 


862 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 7.545e-15 415-428 
PR00048A 10.52 2.929e-13 387-400 
PR00048A 10.52 6.786e-13 219-232 
PR00048A 10.52 8.714e-13 443-456 
PR00048A 10.52 2.059e-12 247-260 
PR00048A 10.52 2.059e-12 331-344 
PR00048A 10.52 5.235e-12 471-484 
PR00048A 10.52 9.471e-12 499-512 
PR00048B 6.02 2.385e-l 1 319-328 
PR00048B 6.02 2.385e-l 1 487-496 
PR00048A 10.52 9.053e-ll 303-316 

PPnOftdRR f% 0? 1 Sfi^p-IA ^7SJ3R4 

iixUW'tOD \j.\Jz, I.JDjC-IV J / J-jOt 

PR00048A 10.52 2.957e- 10 359-372 
PR00048A 10.52 3.348e-10 191-204 
PR00048B 6.02 8.3 13e- 10 459-468 
PR00048A 10.52 9.2 17e- 10 275-288 
PR00048B 6.02 9.438e-10 207-216 
PR00048B 6.02 1.947e-09 263-272 
PR00048B 6.02 3.368e-09 235-244 
PR00048B 6.02 3.368e-09 291-300 
PR00048B 6.02 7.158e-09403-412 


863 


PD01234 


PROTEIN NUCLEAR BROMODOMAIN 


PD01234B 15.53 3.250e-09 568-585 
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TRANS. 




865 


PR00320 


G-PROTETN BETA WD-40 REPEAT 
SIGNATURE 


PR00320B 12 19 1 257e- 10 225-239 
PR00320A 16.74 4.441e-10 225-239 


865 


BL00678 


Tip- Asp (WD) repeat proteins proteins. 


BL00678 9.67 9.053e-09 227-237 


867 


BL00600 


Aminotransferases class-Ill pyridoxal- 
phosphate attachment si. 


BL00600E 16.43 1. 77 le- 17 302-330 
BL00600A 17.98 3.880e-17 98-121 
BL00600G 12.43 9.625e-17 377-395 
BT OOfiOOH 10 60 S 001 <OS 160-18S 

BL00600F 8.77 2.421e-12 343-355 
BL00600C 1 6 1 R 6 040f»- 1 2 1 90-205 
BL00600D 8.71 1.000e-10 281-294 


868 


BL00600 


Aminotransferases class-Hi pyridoxal- 

•nHricrVhntp nttapVumptit' ci 
piiUapilcl IC alLaULLillClil ol. 


BL00600E 16.43 1.771e-17 199-227 

RT OOfiOOO 19 41 0 695e-17 974-90? 

BL00600B 19.60 2.703e-14 57-82 
BL00600F 8.77 2.421e-12 240-252 
BL00600C 16 18 6 040e-12 87-102 
BL00600D 8.71 1.000e-10 178-191 


869 


BL00021 


Kringle domain proteins. 


BL00021D 24.56 1. 1 8 8e-24 248-289 
BL00021B 13 33 2 983e-13 88-105 


869 


BL00134 


Serine proteases, trypsin family, histidine 
proteins. 


BL00134C 13.45 8.800e-15 276-289 
BL00134A 11.96 9.438e-15 88-104 
BL00134B 15 99 3 676e-12 237-260 


869 


BL00495 


Apple domain proteins. 


BL00495O 13.75 8.597e-16 267-295 
BL00495N 1 1 04 2 215e-1 1 22Q-261 
BL00495K 12 58 4 990e-10 90-122 


869 


PR00722 


CHYMOTRYPSIN SERINE PROTEASE 
FAMILY (SI) SIGNATURE 


PR00722C 10 87 3 571e-14 236-248 
PR00722A 12.27 5.966e-14 89-104 
PR00722B 12.51 9.571e-10 145-159 


869 


BL01253 


Type I fibronectin domain proteins. 


BL01253H 13.15 3.609e-23 258-292 
BL01253G 11.34 4.103e-15 236-249 
BL01253D 4.84 4.360e-09 88-101 


870 


BL00188 


Biotm-re quiring enzymes attachment site 
proteins. 


BL00188 30.29 9.122e-09 154-199 


873 


DM00758 


AGRIN. 


DM00758 13.12 6.459e-10 93-108 


873 


BL00612 


Osteonectin domain proteins. 


BL00612B 11.35 1.284e-09 86-118 


873 


DM00060 


338 kw NEUREXIN ALPHA III CYSTEINE. 


DM00060 6.92 8.000e-ll 1048-1057 
DM00060 6.92 4.060e-09 128-137 


R71 


RT 01 IRS 

Djl/XJ l lOJ 


v_>- iciiiiiiidJ. cys imc khol proiems. 


RT 01 1 91 14 4 1RR** 00 914 989 


873 


PR00010 


TYPE H EGF-LIKE SIGNATURE 


PROOOlOA 11.79 1.450e-12 46-57 
PROOOIOC 11. 16 2.333e-ll 184-194 
PROOOIOC 11.16 9.333e-ll 296-306 
PROOOIOC 11 16 4 273e-10 66-76 
PR00010C 11.16 7.000e-10 28-38 
PROOOlOA 11.79 7.097e-10 488-499 
PROOOIOC 11.16 3.571e-09 546-556 
PROOOlOA 1 1.79 4.231e-09 564-575 
PROOOIOC 11.16 5.929e-09 374-384 


873 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 4.699e-10 52-72 
PR00764F 16.89 5.562e-10 170-190 
PR00764F 16.89 6.301e-10 321-341 
PR00764F 16.89 9.753e-10 360-380 
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PR00764F 16.89 2.052e-09 570-590 
PR00764F 16.89 2.636e-09 398-418 
PR00764F 16.89 7.3 12e-09 128-148 
PR00764F 16.89 7.662e-09 282-302 
PR00764F 16.89 7.662e-09 532-552 


873 


PR00011 


TYPE IE EGF-LIKE SIGNATURE 


PR00011B 13.08 6.425e-09 63-81 
PR00011B 13.08 8.521e-09 25-43 


873 


BL00203 


Vertebrate metallothioneins proteins. 


BL00203 13.94 8.531e-09 75-120 


873 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-09 378-384 
BL00022A7.48 9.000e-09 173-179 
BL00022A 7.48 9.000e-09 363-369 




BLUUz /y 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.11 6.875e-13 343-390 
BL00279E37.il 6.803e-12 1031-1078 
BL00279E 37.11 2.962e-l 1 35-82 
BL00279E37.il 5.731e-ll 304-351 
BL00279E 37.11 7.115e-ll 73-120 
BL00279E 37.11 7.462e-ll 515-562 
BL00279E37.il 1. 2 17e- 10 265-312 
BL00279E37.il 4.349e-09 153-200 
BL00279E37.il 9.163e-09 381-428 


873 


BLOl 187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 3.333e-12 541-556 
BL01187B 12.04 4.000e-12 179-194 
BL01187B 12.04 8.000e-12 291-306 
BL01187B 12.04 4.300e-ll 617-632 
BL01187B 12.04 7.900e-ll 407-422 
BL01187B 12.04 1.514e-10 23-38 

jyj nil 070 1 9 (\A 'I C70a 1 ft 

BL01187B 12.04 5.371e-10 503-518 

RT ft1 187R 17 ft4 7 171f»-1ft 1T7-1 S9 
RT 01 1 87 A 9 OR 7 429e-1 0 486-497 

DLiU 1 lO / Jrx 7,70 / .t 1 U to V*t7 / 

BL01187B 12.04 7.429e-10 61-76 
BL01187B 12.04 2.800e-09 1057-1072 
BL01187B 12.04 3.475e-09 579-594 
BLOl 187A 9.98 4.375e-09 44-55 
BL01187B 12.04 7.300e-09 255-270 
BL01187B 12.04 9.550e-09 330-345 


873 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.820e- 10 280-291 
PD00919A 11.53 9.864e-09 568-579 


874 


PR00960 


LMBP PROTEIN SIGNATURE 


PR00960A 10.63 4.667e-09 78-93 


875 


t»t Arm o 

BLOO/Jo 


S-adenosyl-L-homocysteine hydrolase 
proteins. 


dujk)/joj lo.oi i.uuue-HU Hjyouo 
BL00738H 23.08 5.320e-36 335-387 
BL00738F 12 23 7 261e-29 254-285 
BL00738A 16.27 9.660e-27 83-122 
BL00738C 16.53 7.923e-25 148-185 
BL00738G 14.29 6.268e-23 313-334 
BL00738B 12.28 8.085e-21 123-147 
BL00738E 14.18 9.200e-19 228-250 
BL007381 14.57 5.135e-17 412-449 
BL00738D 7.16 5.109e-13 202-216 


875 


BL00836 


Alanine dehydrogenase & pyridine nucleotide 
transhydr ogenase . 


BL00836D 22.30 8.622e-09 291-327 
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877 


PR00425 


BRADYKININ RECEPTOR SIGNATURE 


PR00425C 13.23 3. 586e-09 426-445 


878 


BL00514 


Fibrinogen beta and gamma chains C- 
terrninal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.111e-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


879 


BL00514 


Fibrinogen beta and gamma chains C- 
terminal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.1 lle-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


880 


BL00514 


Fibrinogen beta and gamma chains C- 
teiminal domain proteins. 


BL00514C 17.41 2.579e-24 181-217 
BL00514G 15.98 9.1 lle-12 324-353 
BL00514F 11.65 8.914e-09 271-285 
BL00514D 15.35 9.565e-09 222-234 


883 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


884 


BL00107 


Protein kinases ATP -binding region proteins. 


BL00107A 18.39 3.172e-ll 158-188 


885 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 6.538e-10 41-58 


889 


BL00216 


Sugar transport proteins. 


BL00216B 27.64 4.900e-10 239-288 


891 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 9.526e-10 118-127 


891 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 1.305e-09 155-169 
PR00049D 0.00 6.797e-09 156-170 


892 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 5.950e-21 95-119 
BL00633A 14.69 5.154e-14 74-86 
BL00633C 15.24 8.071e-14 421-433 
BL00633B 13.82 4.600e-13 388-412 


892 


DM00406 


GLIADIN 


DM00406 7.73 5.135e-10 970-982 
DM00406 7.73 8.054e-10 753-765 


892 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.866e-ll 755-769 
PR00049D 0.00 9.471e-ll 756-770 
PR00049D 0.00 2.220e-09 748-762 
PR00049D 0.00 3.288e-09 972-986 


892 


DM00250 


kw ANNEXIN ANTIGEN PROLINE 
TUMOR. 


DM00250B 13.84 8.031e-ll 1009-1032 
DM00250A 10.52 6.607e-09 772-787 
DM00250B 13.84 7.568e-09 754-777 
DM00250B 13.84 7.689e-09 755-778 


892 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.734e-09 967-979 
PR00021A4.31 6.582e-09 771-783 
PR00021A 4.31 7.722e-09 769-781 




PR 009 10 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 7.750e-09 255-267 


892 


BL00415 


Synapsins proteins. 


BL00415N 4.29 3.231e-12 749-792 
BL00415N 4.29 6.504e-12 750-793 
BL00415N 4.29 4.857e-ll 748-791 
BL00415N 4.29 1.824e-10 1003-1046 
BL00415N 4.29 6.221e-10 1002-1045 
BL00415N 4.29 9.313e-10 964-1007 
BL00415N 4.29 2.314e-09 958-1001 
BL00415P 2.37 8.200e-09 747-782 


892 


PR00209 


ALPHA/BETA GLIADIN FAMILY 
SIGNATURE 


PR00209B 4.88 3.837e-10 966-984 
PR00209B 4.88 5.696e-10 968-986 
PR00209B 4.88 8.141e-10 752-770 



WO 2004/080148 



PCT7US2003/030720 



320 
TABLE 3 A 



SEQ 
ID 



Database 
entry ID 



Description 



Result* 



PR00209B 4.88 8.594e-09 758-776 



892 



BL00904 



Protein prenyltransferases alpha subunit 
repeat proteins proteins. 



BL00904A 8.30 5.340e-09 768-817 
BL00904A 8.30 9.489e-09 752-80,1 



892 



PD02059 



CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 



PD02059B 24.48 9.746e-09 867-901 



892 



DM00215 



PROLINE-RICH PROTEIN 3. 



DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 
DM00215 



19.43 2.313e-12 
19.43 7.000e-12 
19.43 9.438e-12 
19.43 7.000e-ll 
19.43 8.412e-ll 
19.43 1.161e-10 
19.43 7.429e-10 
19.43 1.000e-09 
19.43 2.678e-09 
19.43 3.441e-09 
19.43 4.508e-09 
19.43 4.661e-09 
19.43 4.966e-09 
19.43 6.492e-09 
19.43 8.322e-09 
19.43 9.847e-09 



750- 782 

748- 780 
754-786 

749- 781 

752- 784 

953- 985 
948-980 

751- 783 
759-791 

753- 785 

240- 272 

241- 273 
765-797 

954- 986 
945-977 
747-779 



892 



PR00503 



BROMODOMAIN SIGNATURE 



PR00503D 20.81 1.409e-18 421-440 
PR00503B 9.96 7.750e-18 94-110 
PR00503C 19.84 1.720e-15 110-128 
PR00503A 14.39 6.824e-13 78-91 
PR00503B 9.96 4.400e-12 387-403 
PR00503D 20.81 1.188e-ll 128-147 
PR00503C 19.84 1.000e-08 403-421 



894 



BL00282 



Kazal serine protease inhibitors family 
proteins. 



BL00282 16.88 2.397e-14 92-114 



894 



PR00290 



KAZAL-TYPE SERINE PROTEASE 
INHIBITOR SIGNATURE 



PR00290A 10.88 2.286e-ll 92-102 



894 



PR00450 



RECOVERIN FAMILY SIGNATURE 



PR00450C 12.22 4.532e-09 182-203 



895 



PR00753 



1-AMINOCYCLOPROPANE-l- 
CARBOXYLATE SYNTHASE 
SIGNATURE 



PR00753E8.01 8.522e-ll 171-195 



896 



BL00478 



LEM domain proteins. 



BL00478B 14.79 4.000e-12 102-116 
BL00478B 14.79 6.000e-12 173-187 
BL00478B 14.79 6.200e-ll 43-57 
BL00478B 14.79 9.135e-10 231-245 



897 



PR00109 



TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 



PR00109B 12.27 5.787e-13 467-485 



897 



BL00479 



Phorbol esters / diacylglycerol binding 
domain proteins. 



BL00479C 12.01 7.300e-13 512-524 



897 



BL00239 



Receptor tyrosine kinase class II proteins. 



BL00239B 25.15 8.948e-13 402-449 



897 



897 



BL00107 



Protein kinases ATP-binding region proteins. 



BL00107A 18.39 9.217e-14 467-497 
BL00107B 13.31 8.714e-ll 533-548 



PF00564 



Octicosapeptide repeat proteins. 



PF00564B 24.74 6.442e-09 418-468 



898 



PR00109 



TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 



PR00109B 12.27 5.787e-13 654-672 



898 



BL00479 



Phorbol esters / diacylglycerol binding 



BL00479C 12.01 7.300e-13 699-711 
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domain proteins. 




898 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 8.948e-13 589-636 


898 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 9.217e-14 654-684 
BL00107B 13 31 8 714e-ll 720-735 


898 


PF00564 


Octicosapeptide repeat proteins. 


PF00564B 24.74 6.442e-09 605-655 


900 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007C 15.60 3.893e-18 199-220 
PR00007A 19.33 7.500e-17 124-150 
PR00007B 14.16 2.688e-16 151-170 
PR00007D 9.64 5.154e-ll 232-242 


900 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 6.400e-ll 77-105 
BL00420A 20.42 6.164e-10 25-53 
BL00420A 20.42 9.262e-10 68-96 
BL00420A 20.42 1.277e-09 65-93 


900 


BLOl 113 


Clq domain proteins. 


BL01113B 18.26 8.031e-28 130-165 

T*T 01 1 1 1^18 7 fWV 18 1 00 718 

BL01113A 17.99 5.135e-13 95-121 

AT 01 1 1 All 9^1p-19 9^4-943 

BL01113A 17.99 3.864e-ll 34-60 
RL01113A 17 99 1 191e-10 71-97 
BL01113A 17 99 1 957e-10 77-103 
BL01113A 17.99 1.000e-09 28-54 
BL01113A 17 99 5 154e-09 68-94 
BLOl 1 13A 17.99 7.577e-09 74-100 
BL01113A 17.99 8.615e-09 83-109 


901 


PR00927 


ADENINE NUCLEOTIDE 
TRANSLOCATOR 1 SIGNATURE 


PR00927A 7.98 9.667e-09 14-26 


902 


PR00209 


ALPHA/BETA GLTADTN FAMILY 
SIGNATURE 


PR00209B 4 88 4 494e-12 427-445 


902 


BL00415 


Synapsins proteins. 


BL00415N 4.29 6.771e-10 425-468 


902 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 3.278e-09 448-460 


902 


DM00406 


GLIADIN. 


DM00406 7.73 3.919e-10 427-439 
DM00406 7.73 6.400e-09 448-460 


902 


PR00208 


GLIADIN AND LMW GLUTENIN 

QTTP"FPT? AA/TTT V <s TYTW A TTTP T? 


PR00208A 12.59 5.438e-09 402-419 

PP 00908 A 19 SQ 7 S14j» OO 490-4^7 
PP 00908 A 19 SO 8 591e-OQ 41Q_4 < *fi 


on? 


tu oo7QS 


Tfivrtlii^Tin nrnt'p'i'nc 
JLUVUlUvIlii piUlCilid. 


PIT 0070SP 17 Ofi 1 10Sp-10 106-440 

BL00795C 17.06 6.651e-10 411-455 
BL00795C 17.06 6.965e-10 394-438 
BL00795C 17.06 7.698e- 10 422-466 
BL00795C 17.06 2.900e-09 408-452 
BL00795C 17.06 3.800e-09 395-439 
BL00795C 17.06 5.200e-09 425-469 
BL00795C 17.06 9.200e-09 424-468 


905 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.435e-10 5-18 


908 


BL01208 


VWFC domain proteins. 


BLO1208B 15.83 3.250e-10 1480-1494 


908 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 1041-1067 
PR00457D 16.81 4.194e-21 1016-1036 
PR00457C 19.25 1.675e-13 998-1016 
PR00457H 15.90 5.680e- 13 1292-1306 
PR00457F 13.69 4.750e-12 1094-1104 
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PR00457G 17.45 8.615e-12 1221-1241 
PR00457B 13.29 3.411e-10 846-861 


908 


BL00240 


Receptor tyrosine kinase class EI proteins. 


BL00240B 24.70 1.000e-09 325-348 


908 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFLN. 


PD01270A 17.22 4.58ie-09 304-343 


908 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 73-86 


909 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1511-1525 


909 




ANIMAL HAEM PEROXIDASE 

£W N XIVJLfVJLr XXjVX_jXYX A uAJJ //V Jiv 

SIGNATURE 


PR00457E 20.67 3.118e-22 1072-1098 
PR00457D 16.81 4.194e-21 1047-1067 
PR00457C 19.25 1.675e-13 1029-1047 
PR00457H 15.90 5.680e-13 1323-1337 
PR00457F 13.69 4.750e-12 1125-1135 » 
PR00457G 17.45 8.615e-12 1252-1272 
PR00457B 13.29 3.411e-10 877-892 


909 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 1.000e-09 356-379 


909 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFLN. 


PD01270A 17.22 4.581e-09 335-374 


909 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 7.480e-09 104-117 


910 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1373-1387 




rixuvrtJ / 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 934-960 
PR00457D 16.81 4.194e-21 909-929 
PR00457C 19.25 1.675e-13 891-909 
PR00457H 15.90 5.680e-13 1185-1199 
PR00457F 13.69 4.750e-12 987-997 
PR00457G 17.45 8.615e-12 1114-1134 
PR00457B 13.29 3.411e-10 739-754 


910 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 1.000e-09 302-325 


910 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 281-320 


910 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


911 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 3.250e-10 881-887 
BL00022B 7 54 1 000e-09 88-94 


911 


PR00764 


COMPLEMENT C9 SIGNATURE 


PR00764F 16.89 8.274e- 10 942-962 
PR00764F 16 89 6 377e-09 576-596 


911 


PR00010 


TYPE n EGF-LIKE SIGNATURE 


PR00010A 1 1,79 3.700e-12 43-54 
PR00010C 11.16 5.636e-10 84-94 
PR00010C 11.16 6.727e-10 122-132 
PR00010A 11.79 8.258e-10 168-179 
PR00010A 11.79 1.231e-09 102-113 
PR00010C 11.16 5.500e-09 877-887 
PR00010C 11.16 7.000e-09 230-240 


911 


DM00060 


338 kw NEUREXIN ALPHA m CYSTEINE. 


DM00060 6.92 7.250e-ll 942-951 
DM00060 6.92 8.740e-09 576-585 


911 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37. 1 1 1.000e-10 925-972 
BL00279E 37.1 1 4.470e-10 846-893 
BL00279E 37.11 8.744e-09 559-606 


911 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.667e-12 117-132 
BL01 187A 9.98 9.053e-l 1 166-177 
BL01187B 12.04 6.175e-09 834-849 
BL01187A 9.98 8.125e-09 41-52 
BL01187B 12.04 9.325e-09 183-198 
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911 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 9.410e-10 574-585 
PD00919A 11.53 9.864e-09 47-58 


914 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.000e- 16 161-184 
BL00888B 14.79 1.692e- 14 279-302 


914 


DM01513 


CAMP-DEPENDENT PROTEIN KINASE 
REGULATORY CHAIN. 


DM01513B 6 81 8 457e-34 198-249 
DM01513B 6.81 2.500e-14 322-373 


914 


PR00103 


CAMP-DEPENDENT PROTEIN KINASE 

V_/XVl V 1 1 — XJXmtX Xjx^XJXjX^* X X lvV/ X XmdJLX 1 AX 1 xUJU 

SIGNATURE 


PR00103B 13 39 1 000e-16 173-187 
PR00103A 9.59 8.105e-15 276-290 
PR00103E 17.80 9.591e-15 355-367 
PR00103D 10.83 3.700e-14 334-345 
PR00103B 13.39 5.935e-13 291-305 
PR00103A 9.59 1.500e-12 158-172 
PR00103C 15.68 L000e-ll 322-331 
PR00103D 10.83 4.349e-10 210-221 


915 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 8.920e-10 602-615 


916 


PR00087 


LIPOXYGENASE SIGNATURE 


PR00087C 15.00 3.057e-21 373-393 
PR00087A 18.37 7.955e-18 335-352 
PR00087B 15 25 1 000e-16 353-370 


916 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711E 19.66 8.909e-35 364-400 
BL007111 18.56 4.250e-34 526-563 
BL00711D 17.56 2.800e-24 296-321 
BL0071 1H 23.34 5.091e-23 484-522 
BL00711C 20.75 2.227e-21 221-249 
RT 0071 1F 19 79 S 06Se-1 6 4^4-450 
BL00711B 14.24 1.290e-15 160-175 
BL00711G 21.83 8.636e- 12 452-483 
BL00711A 15.87 5.645e-ll 94-103 


916 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467F 11 25 4 661 e- 18 418-440 
PR00467E 9.00 5.500e-17 293-312 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16 69 5 210e-P 196-217 
PR00467B 17.25 1.831e-ll 57-76 
PR00467C 12.06 1.662e-09 134-148 


917 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9 00 5 500e-17 266-285 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 169-190 
PR00467B 17.25 1.831e-ll 57-76 


917 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL00711C 20.75 2.227e-21 194-222 
BL00711B 14 24 1 290e-15 131-146 
BL00711A 15.87 5.645e-ll 94-103 


918 


BL00711 


Lipoxygenases iron-binding region proteins. 


BL0071 1C 20.75 2.227e-21 223-251 
BL00711B 14.24 1.290e-15 160-175 
BL00711A 15.87 5.645e-ll 94-103 


918 


PR00467 


MAMMALIAN LIPOXYGENASE 
SIGNATURE 


PR00467E 9.00 5.500e-17 295-314 
PR00467A 8.04 4.000e-13 11-28 
PR00467D 16.69 5.210e-12 198-219 
PR00467B 17.25 1.831e-ll 57-76 
PR00467C 12.06 1.662e-09 134-148 


927 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919A 11.53 8.377e-10 216-227 
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927 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.429e-10 108-123 
BL01187B 12.04 9.486e-10 189-204 
BL01187B 12.04 2.800e-09 227-242 


927 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PR00011D 14.03 4.158e-12 39-57 
PR00011B 13.08 2.973e-09 39-57 


927 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.276e-09 65-90 


927 


PR00010 


TYPE n EGF-LIKE SIGNATURE 


PR00010C 11.16 5.929e-09 194-204 
PR00010C 11.16 8.286e-09 113-123 


927 


BL01185 


C-terminal cystine knot proteins. 


BL01185B 21.14 9.047e-09 168-216 


927 


DM00060 


338 kw NEUREXIN ALPHA HI CYSTEINE. 


DM00060 6.92 9.460e-09 139-148 


927 


BL01248 


I^minin-type EGF-like (LE) domain proteins. 


BL01248 11.02 9.660e-09 48-60 


928 


PR00456 


RJCBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 7.835e-09 1-15 


933 


BL00680 


Methionine aminopeptidase subfamily 1 
proteins. 


BL00680 14.37 5.304e-17 173-194 


933 


BL01202 


Methionine aminopeptidase subfamily 2 
proteins. 


BL01202B 26.24 9.671e-10 173-210 


933 


PR00599 


METHIONINE AMINOPEPTIDASE- 1 
SIGNATURE 


PR00599B 12.01 4.600e-20 173-189 
PR00599A 11.65 1.273e-14 151-164 
PR00599D 12.92 3.340e-10 273-285 
PR00599C 1 1.34 6.471e-09 243-255 ' 


938 


PD00289 


PROTEIN SID DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 4.960e-10 137-150 


940 


PD02784 


PROTEIN NUCLEAR 
RIB ONUCLEOPROTEIN. 


PD02784B 26.46 1.000e-40 217-259 
PD02784C 20.76 1.000e-40 335-380 
PD02784A 21.09 4.176e-36 178-214 
PD02784B 26.46 7.683e-10 370-412 


940 


BL00030 


Eukaryotic RNA-binding region RNP-1 
proteins. 


BL00030A 14.39 1.857e-09 456-474 
BL00030A 14.39 1.000e-08 186-204 


941 


BL00740- 


MAM domain proteins. 


BL00740A 13.87 7. 188e- 12 410-422 


941 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 408-426 


941 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 144-160 


941 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 139-148 


941 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 69-94 


941 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 146-172 


941 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 9.100e-14 237-252 
BL01187B 12.04 5.333e- 12 192-207 
BL01187B 12.04 6.333e-12 110-125 
BL01187A 9.98 9.250e-09 173-184 
BL01187A 9.98 1.000e-08 218-229 


942 


BL00740 


MAM domain proteins. 


BL00740A 13.87 7.188e-12 415-427 


942 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.816e-12 413-431 


942 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.082e-ll 149-165 


942 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 5.109e-09 144-153 


942 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 7.632e-09 74-99 


942 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 9.882e-09 151-177 


942 


BL01187 


Calcium-binding EGF-like domain proteins 


BL01187B 12.04 9.100e-14 242-257 
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pattern proteins. 


BL01187B 12.04 5.333e-12 197-212 
BL01187B 12.04 6.333e-12 115-130 
BL01 187A 9.98 9.250e-09 178-189 
BL01187A 9.98 1.000e-08 223-234 


943 


PFO0855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


943 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


943 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


943 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


944 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


944 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


944 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


944 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


945 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 274-290 


945 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 178-202 


945 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 94-109 


945 


PRO0208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 835-852 
PR00208A 12.59 2.233e-09 838-855 


945 


DM00406 


GLIADIN, 


DM00406 7.73 9.000e-09 836-848 


945 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 177-193 
PR00503D 20.81 9.069e-09 211-230 


946 


PF00855 


PWWP domain proteins. 


PF00855 13.75 8.403e-13 279-295 


946 


BL00633 


Bromodomain proteins. 


BL00633B 13.82 8.977e-12 183-207 


946 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479B 12.57 9.460e-10 99-114 


946 


PR00208 


GLIADIN AND LMW GLUTENIN 
SUPERFAMILY SIGNATURE 


PR00208A 12.59 9.868e-10 840-857 
PR00208A 12.59 2.233e-09 843-860 


946 


DM00406 


GLIADIN. 


DM00406 7.73 9.000e-09 841-853 


946 


PR00503 


BROMODOMAIN SIGNATURE 


PR00503B 9.96 8.667e-10 182-198 
PR00503D 20.81 9.069e-09 216-235 


950 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 4.039e- 10 677-693 


950 


PR00206 


CONNEXIN SIGNATURE 


PR00206F 16.77 4.250e-09 498-521 


950 


PR00169 


POTASSIUM CHANNEL SIGNATURE 


PR00169G 9.39 7.932e-09 467-489 


951 


BL00427 


Disintegrins proteins. 


BL00427 13.93 7.592e-26 443-497 


951 


PR00138 


MATRDQN SIGNATURE 


PR00138D 16.56 5.101e-ll 342-367 


951 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 342-352 


951 


PR00289 


DISINTEGREN SIGNATURE 


PR00289A 13.62 2.500e-14 457-476 
PR00289B 1 1.79 4.226e-10 486-498 


951 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e- 10 337-355 


951 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 336-367 


951 


BL00024 


Hemopexin domain proteins. 


BL00024D 17.28 5.596e-09 336-367 


951 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 7.353e-09 629-651 


953 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 5.500e-ll 360-372 


953 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 6.000e-12 334-349 
PF00023A 16.03 1.857e-ll 156-171 
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PF00023A 16.03 3.143e-ll 255-270 
PF00023B 14.20 3.455e-09 363-372 
PF00023A 16.03 5.821e-09 188-203 


953 


PF00791 


Domain present in ZO-l and Unc5-like netrin 
recentor^ 


PF00791B 28.49 4.273e-l 1 334-388 
PF00791B 28.49 4.818e-ll 301-355 
PF00791B 28.49 4.845e-10 188-242 
PF00791B 28.49 9.339e-09 222-276 


954 


BL00252 


Interferon alpha, beta and delta family 
nroteins 


BL00252A 1 8.49 6.657e-23 35-7 1 
BL00252B 19.78 2.846e-14 73-123 


954 


PR00266 


INTERFERON ALPHA AND BETA 
SUBUNIT SIGNATURE 


PR00266A 13.61 1.000e-13 67-79 


956 


PR00081 


GLUCOSE/RIBITOL DEHYDROGENASE 
FAMILY SIGNATURE 


PR00081A 10.53 6.226e-13 34-51 
PR00081F 15.71 7.632e-12 152-172 
PR00081B 10.38 2.895e-10 108-119 


958 


PR00885 


BACTERIAL GENERAL SECRETION 
PATHWAY PROTEIN H SIGNATURE 


PR00885B 8.16 9.143e-10 394-408 


yjo 


DLvUOlO 


rxiolH.ll 1 1C aVIU ^/ilUoJJlla Laoto pilUj^LiUiiiom inn- 

proteins. 


BL00616A 11 86 7 811e-09 40-47 


959 


BL00284 


Serpins proteins. 


BL00284C 28.56 1.000e-34 118-159 
BL00284D 16.34 4.857e-21 224-250 
BL00284B 17.99 5.800e-19 91-111 
BL00284E 19 15 7 577e-18 305-329 


960 


BL00284 


Serpins proteins. 


BL00284C 28.56 2.588e-23 186-227 
BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284E 1915 7 577e-18 373-397 


Q£1 
yoi 




Spttvitiq TYrntpinc 


BL00284C28 56 1 000e-34 186-227 
BL00284A 15.64 7.750e-22 73-96 
BL00284D 16.34 4.857e-21 292-318 
BL00284B 17.99 6.625e-18 159-179 
BL00284E 19.15 7.577e-18 373-397 


962 


BL00284 


Semitic nroteins 


BL00284C 28.56 1.000e-34 204-245 
BL00284A 15.64 7.750e-22 73-96 
BL00284B 17.99 5.800e-19 177-197 
BL00284E 19.15 7.577e-18 373-397 


964 


BL00427 


Disintegrins proteins. 


BL00427 13.93 2.73 9e- 16 459-513 


964 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 9.045e- 10 359-377 


964 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.429e-09 364-374 








PR00289A 13 62 7 000e-14 473-492 
PR00289B 11.79 2.579e-09 502-514 


964 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 3.966e-ll 763-813 
BL00412D 16.54 7.065e- 10 759-809 
BL00412D 16.54 4.857e-09 764-814 
BL00412D 16.54 9.357e-09 762-812 


966 


BL01238 


GDA1/CD39 family of nucleoside 
phosphatases proteins. 


BL01238C 14.36 2.174e-17 177-198 
BL01238D 10.19 3.302e-13 216-229 
BL01238A 11.72 6.936e-12 59-73 
BL01238B 10.99 1.529e-09 133-143 


967 


BL01113 


Clq domain proteins. 


BL01 113B 18.26 9.438e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
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BL01113C 13.18 4.750e-10 163-182 


967 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 7.698e-13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007C 15.60 3.656e-10 163-184 
PR00007A 19.33 1.571e-09 89-115 


969 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237A 11.48 5.355e-09 408-432 


970 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 7.480e-10 160-182 
BL00290B 13.17 2.875e-09 226-243 


970 


PR00939 


C2HC-TYPE ZINC-FINGER SIGNATURE 


PR00939B 13.27 8.412e-09 532-540 


971 


T»T ArtOOft 

BL00289 


Pentaxin family proteins. 


T*T AAOQO"n 17 £0 1 Q47p ^1 400-447 
RT 009RQP 19 56 R fil 5ft- 16 370-388 
BL00289A 30.36 7.457e-14 282-312 
BL00289B 15 96 8 364e-12 327-341 


971 


PR00895 


PENTAXIN SIGNATURE 


PR00895E 12.74 5.065e-18 417-436 
PR00895D 14 28 3 769e-17 397-416 
PR00895C 12.29 4.273e-17 370-388 
PR00895A 14.53 8.826e-13 305-319 
PR00895B 14.20 2.154e-12 327-341 
PR00895F 15.41 1.439e-10 436-450 


972 


PF00992 


Troponin. 


PF00992A 16.67 6.447e-09 741-775 


y/j 


X5T nf\f\1£. 

JoJLUUUiO 


DALr transcription iacxors oasic aomain 
proteins. 


TU ftOfHfi Q 09 5 7^7ft-1 1 <vtt-645 


y/3 


IVDAAA/f 1 


TTTXT TP AXTQPT?TPTTniM "RAPTOR 

SIGNATURE 


PR00043R 8 7^0 941 ft- 1 1 633-649 


y/3 


"DTTAA/^OA 

JrrUlK><£4 


r locciuin repeal proienis. 


PF00694TQ 10 5 1 9 5ft-10 461-490 
PF006241 9.10 5.800e-10 462-491 
PF006241 9 10 4 331e-09 458-487 
PF006241 9.10 6.457e-09 456-485 
PF006241 9.10 6.81 le-09 453-482 
PF006241 9.10 8.441e-09 454-483 


977 


PR00048 


C2H2-TYPE ZINC FINGER SIGNATURE 


PR00048A 10.52 2. 174e-10 2473-2486 


077 

y 1 1 






DM00406 7 73 1 400e-09 537-549 


977 


PR00021 


SMALL PROLINE-RICH PROTEIN 
SIGNATURE 


PR00021A 4.31 2.253e-09 538-550 


977 


BL00904 


Protein prenyltransferases alpha subunit 
repeat proteins proteins. 


BL00904A 8.30 2.660e-09 537-586 


977 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 5.821e-10 543-575 
DM00215 19.43 7.750e-10 531-563 

TiMiVVM 5 1Q 43 7 750p 10 550 5Q1 

DM00215 19.43 2.525e-09 536-568 
DM00215 19.43 4.508e-09 533-565 


977 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 9.017e-ll 540-554 
PR00049D 0.00 9.168e-ll 541-555 
PR00049D 0.00 2.983e-09 538-552 
PR00049D 0.00 3.288e-09 539-553 
PR00049D 0.00 3.898e-09 543-557 
PR00049D 0.00 4.814e-09 537-551 
PR00049D 0.00 6.034e-09 191-205 


977 


PR00239 


MOLLUSCAN RHODOPSIN C- 
TERMENAL TAIL SIGNATURE 


PR00239E 1.58 6.318e-09 542-553 
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977 


BL00415 


Synapsins proteins. 


BL00415N4.29 8.143e-ll 556-599 

tjt AA/11 CXT A OQ B 1^7o 1 1 ^ft <JQ1 

BL-UU4JLDIN 4.Zy o.jj/e-Il DjUOi'j 

BL00415N 4.29 6.702e-10 543-586 
BL00415N 4.29 8.145e-10 532-575 
BL00415N 4.29 8.969e-10 548-591 
BL00415N 4.29 3.562e-09 555-598 
BL00415N4.29 4.088e-09 531-574 

t>t AA/11 ^XT A OQ Q 9 AO** AO ^0 ^87 
B.LUU41DJN 4.Zy y.oOyQ-\Jy JJ7-JOZ 


Q77 


ryn AA1 1 1 

rKUUZ 1 1 


/~»t T TTTJT TNT CT/TIXT A TTTDT3 


■DPAA71 115 A 8/\ 0 Q17<» AO ^1-^71 
JrKUUZl JLx> U.50 y.yi /C-\)y jjIO/1 


980 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 4.234e-12 73-95 






tjttj a mnrzn dt> attc a qu t? a A/TIT v 
SIGNATURE 


■DPAAQI/tr* 1 ^ A"X 1 OA 7^7 7£1 
Jt\KUUo34L/ 1j.4j O.Olje-xU ZJ/-Z01 

PR00834D 12.14 6.455e-18 275-292 
PR00834B 10.09 5.500e-14 196-216 

PR00834F 10.91 9.526e-12 389-401 
PR00834A9.80 3.659e-ll 175-187 


980 


BL00222 


Insulin-like growth factor binding proteins. 


BL00222B 11.09 4.420e-10 22-37 


qqa 


TJT5 AA7QA 


VA7AT T*VT>TJ QT?P TMT? PP fYTTT A QT7 


PPftfY?QftTl 0 7R A ^9fi^_00 RzLQS 


980 


BL00273 


Heat-stable enterotoxins proteins. 


BL00273 12.24 8.286e-09 26-38 


981 


PR00792 


PEPSIN (Al) ASPARTIC PROTEASE 

T? a TV /TTT V CTnXT A TT TT> T3 

pAJVLLLY MOrMAlUKJti 


PR00792A 11.54 5.500e-18 80-100 

PPAA707TI 17 74 O A£Q*> 11 10^-4.1 ft 

PR00792C 9.10 4.214e-12 312-323 


981 


BL00141 


Eukaryotic and viral aspartyl proteases 
proteins. 


BL00141A 12.10 4.789e-15 87-102 
BL00141E 14.32 6.850e-15 396-419 
BL00141D 6.28 7.300e-ll 312-321 
BL00141B 12.14 2.929e- 10 228-239 


982 


BL00523 


Sulfatases proteins. 


BL00523A 13.36 6.651e-10 44-60 


984 


PR00765 


CARBOXYPEPTIDASE A 
METALLOPROTEASE (M14) FAMILY 
SIGNATURE 


PRQQ765B 15.57 7.o57e-10 99-1 13 
PR00765D 14.16 5.500e-ll 233-246 
PR00765C 12.55 1.290e-10 179-187 


984 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.30oe-zo 129-169 
BL00132B 15.93 1.871e-16 99-112 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e- 14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


985 


PR00765 


y— * Ann rf'vwm'CTVTTTN a on a 

CARBOXYPEPTIDASE A 

-\ m\jt ■ » ATT r^TJO/^TTD A OT? /TVVT1 /f\ T? A "\ ATT "V 

METAL^LOr KO 1 EAbJi (Ml 4) JrAMiLY 

Oi.VJlN.rV. 1 UlVD 


PR00765B 15.57 7.857e- 16 99-113 

T>T) nm/C^H 1/1 1< C CAA- 11 Oil O/K 

PKUU /OjJJ 14. 10 j.-)UUe- 1 1 Z33-Z46 
PROfWfiSr 1 290e-1ft 170-1R7 


985 


BL00132 


Zinc carboxypeptidases, zinc-binding region 
1 proteins. 


BL00132C 21.35 3.308e-28 129-169 
BL00132B 15.93 1.871e-16 99-112 
BL00132A 26.07 1.682e-14 50-90 
BL00132F 13.26 7.254e-14 228-249 
BL00132D 12.70 2.875e-12 173-187 
BL00132E 17.72 3.552e-12 199-225 
BL00132G 10.94 4.541e-10 285-302 


990 


PD00066 


PROTEIN ZINC-FINGER METAL-BENDI. 


PD00066 13.92 5.304e-ll 110-122 


991 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 1.000e-15 139-169 
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BL00107B 13.31 4.273e-13 209-224 


991 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.894e-13 139-157 


991 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240E 11.56 6.580e-10 125-162 


994 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007A 19.33 6.936e-13 168-194 
PR00007C 15.60 9.250e-13 243-264 
PR00007B 14.16 9.372e-13 195-214 
PR00007D 9.64 5.500e-ll 275-285 


994 


PR00524 


CHOLECYSTOKININ TYPE A RECEPTOR 
SIGNATURE 


PR00524F 5.36 1.766e-09 94-107 


994 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420A 20.42 7.058e-12 79-107 
BL00420A 20.42 4.689e-10 97-125 
BL00420A 20.42 6.902e-10 82-1 10 
BL00420A 20.42 1.277e-09 85-1 13 
BL00420A 20.42 5.292e-09 76-104 


994 


BLOl 113 


Clq domain proteins. 


BL01113B 18.26 1.675e-24 174-209 
BL01113A 17.99 1.871e-15 85-111 
BL01113A 17.99 5.091e-14 82-108 
BLOl 1 13D 7.47 3.250e-13 277-286 
BLOl 1 13A 17 99 4 892e-13 76-102 
BL01113A 17.99 6.108e-13 94-120 
BLOl 113A 17.99 9.757e-13 79-105 
BL01113A 17.99 3.769e-12 88-114 
BL01113A 17.99 6.308e-12 91-117 
BLOl 1 13C 13 18 9 294e-12 243-262 
BL01113A 17.99 8.159e-ll 70-96 
BL01113A 17.99 9.795e-ll 97-123 
BLOl 1 13A 17.99 9.809e-10 73-99 
BL01113A 17.99 6.019e-09 103-129 


995 


DM01595 


kw ALLANTOICASE SPAC1F7.09C. 


DM01595D 10.94 8.269e-16 116-140 
DM015951 8.91 2.714e-15 300-317 
DM015951 8.91 9.727e-14 117-134 
DM01595D 10.94 3.274e-ll 299-323 
DM01595E 14.67 6.299e-09 152-184 


997 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 4.103e-18 1089-1112 


997 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 4.326e-16 377-399 


1001 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 949-975 
BL00048 6.39 3.363e-09 947-973 
BL00048 6.39 9.888e-09 781-807 


1002 


PF00628 


PHD-finger. 


PF00628 15.84 8.412e-14 201-215 


1002 


BL00048 


Protamine PI proteins. 


BL00048 6.39 6.684e-10 1158-1184 
BL00048 6.39 3.363e-09 1156-1182 
BL00048 6.39 9.888e-09 990-1016 


1003 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.103e-ll 1132-1146 
PR00320C 13.01 8.200e-10 1132-1146 
PR00320A 16.74 9.735e-10 1091-1105 
PR00320C 13.01 2.500e-09 1091-1105 
PR00320B 12.19 6.625e-09 1132-1146 


1004 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 
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1004 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 
RE. 


PD00306A 10.26 2.929e-09 257-270 


1006 


PR00399 


SYNAPTOTAGMIN SIGNATURE 


PR00399A 9.52 1.964e-09 162-177 


1007 


PR00806 


VINCULIN SIGNATURE 


PR00806D 11.95 3.963e-09 564-579 


1008 


BL00319 


Amyloidogenic glycoprotein extracellular 
domain proteins. 


BL00319C 17.12 5.625e-10 565-598 
BL00319C 17.12 4.316e-09 563-596 
BL00319C 17.12 5.382e-09 560-593 


1008 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19.17 8.862e-09 571-604 


1009 


PR00405 


HIV REV INTERACTING PROTEIN 
SIGNATURE 


PR00405B 11.83 8.385e-15 281-298 
PR00405A 17.71 4.306e-14 262-281 


1009 


PR00452 


SID DOMAIN SIGNATURE 


PR00452B 11.65 5.500e-09 895-910 


1009 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A2.51 9.036e-09 335-347 


1011 


BL00240 


Receptor tyrosine kinase class lH proteins. 


BL00240B 24.70 2.674e-10 384-407 
BL00240B 24.70 8.535e-10 479-502 
BL00240B 24.70 7.702e-09 575-598 


1011 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870B 18.83 4.600e-10 617-649 
PD02870B 18.83 5.883e-09 28-60 
PD02870B 18.83 7.894e-09 225-257 


1015 


BL00018 


EF-hand calcium-binding domain proteins. 


BL00018 7.41 5.765e-ll 147-159 


1015 


PR00450 


RECOVERIN FAMILY SIGNATURE 


PR00450C 12.22 1.228e-09 33-54 


1015 


BL00303 


S-100/ICaBP type calcium binding protein. 


BL00303B 26.15 6.559e-09 26-62 


1018 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.474e-24 136-175 
BL00237C 13.19 6.400e-14 289-315 

TVF fiOOITR *\ 78 1 A77r 1? OAAJ)^ 

DLAjKJAD id J.Zo j.U/ 1 C-1Z Z*f*f-Zj^> 

BL00237D 11.23 9.654e-ll 342-358 


IU AO 




PTTOnnP<2TM T TR"P HPfT? TPT3T? P A MTT V 
iSSlSJIJKJr OJIN-J^llSJl UJr^/JCv oUf HivT /vlVJ \\j I 

SIGNATURE 


PPftO?^7T? 13 A3 7 1£73£_7^Q 
rxvuuzj / u ij.Vj z.Jooe-io zoo-zo:/ 

PR00237D 8.94 8.800e-14 186-207 
P"R00937R 13 SA9fvl6p_13 IAS- 196 

PR00237C 15.69 4.960e-13 150-172 
PR00237F 13.57 6.040e-13 294-318 
PR00237A 11.48 3.143e-12 72-96 
PR00237G 19.63 3.531e-12 332-358 
PR00237E 13.03 4.441e-09 234-257 


1018 


PR00238 


OPSIN SIGNATURE 


PR00238B 16.24 2.667e-14 208-220 
PR00238A 13.79 8.286e-09 93-105 


1018 


PR00667 


RETINAL PIGMENT EPITHELIUM- 
RETTNAT GPCR STGNATTTOF 


PR00667B 10.86 8.800e-09 91-106 


1019 

✓ 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 5.500e-15 378-391 
ppaaaiqa 1 1 iq 3 73Qp m 134 147 

PR00019B 1 1.36 1.000e-09 535-548 
PR00019B 1 1.36 2.440e-09 375-388 
PR00019A 11.19 3.333e-09 252-265 
PR00019B 1 1.36 4.960e-09 225-238 
PR00019A 11.19 7.000e-09 560-573 
PR00019B 1 1.36 7.840e-09 351-364 
PR00019B 11.36 9.640e-09 180-193 


1021 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 996-1019 


1021 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 606-644 ■ 
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1021 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e-ll 625-638 


1021 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 621-633 


1021 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.682e~09 355-378 


1022 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 6.595e-15 946-969 


1022 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791C 20.98 6.011e-12 556-594 


1022 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 5.050e-ll 575-588 


1022 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 571-583 


1022 


BL00888 


Cyclic nucleotide-binding domain proteins. 


BL00888B 14.79 4.682e-09 305-328 


1024 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476B 1 8.34 5.420e-09 365-408 


1024 


PR00669 


INHD3IN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 204-220 


1025 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476B 18.34 5.420e-09 327-370 


1025 


PR00669 


INHIBIN ALPHA CHAIN SIGNATURE 


PR00669B 8.27 6.488e-09 166-182 


1028 


BL00232 


Cadherins extracellular repeat proteins 
domain proteins. 


BL00232B 32.79 9.419e-36 133-180 
BL00232B 32.79 5.345e-21 242-289 
TIT 00939 A 97 79 3 797p-90 30-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32 79 6 566e-14 357-404 


1095? 


pr 0090*; 




PR00205B 1 1 39 2 909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 




RT 00939 


domain nrntein*? 


BL00232B 32 79 9 419e-36 133-180 
BL00232B 32 79 5 345e-21 242-289 
BL00232A 27.72 3.727e-20 39-71 
BL00232C 10.65 2.742e-14 240-257 
BL00232B 32.79 6.566e-14 357-404 


1029 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 2.909e-15 240-257 
PR00205A 14.73 8.457e-ll 165-180 


1030 


PF00816 


H-NS histone family. 


PF00816B 13.84 9.284e-09 102-131 


1030 


PR00124 


ATP SYNTHASE C SUBUNIT 
SIGNATURE 


PR00124A8.81 9.000e-10 41-60 
PR00124A 8.81 9.379e-09 43-62 






Synaptophysin / synaptoporin proteuis. 




1031 


BL00869 


Renal dipeptidase proteins. 


BL00869C 12.58 3.172e-19 112-147 

RT OORAQF 13 19 0 1 9Qp 1 8 1 73 900 

BL00869J 15.60 6.032e-17 323-362 
BL00869H 11.08 1.840e-16 272-294 
BL00869G 13.55 2.543e-16 245-266 
BL00869F 12.77 7.031e-14 210-244 
BL008691 12.92 3.274e-12 295-322 
BL00869D 14.02 5.282e-10 148-176 
BL00869B 15.55 9.382e-10 84-113 


1032 


BL00218 


Amino acid permeases proteins. 


BL00218D 21.49 7.446e-ll 244-288 
BL00218E 23.30 3.640e-10 325-364 


1033 


BL00721 


Formate— tetrahydrofolate ligase proteins. 


BL00721B 13.21 1.000e-40 456-510 
BL00721D 13.90 1.000e-40 648-701 
BL00721E 13.46 1.000e-40 707-755 
BL007211 18.79 2.500e-40 924-969 
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BL00721H 21.20 8.239e-39 873-923 
BL00721A 15 31 9 719e-32 397-430 
BL00721C 16.92 4.000e-30 608-644 
BL00721F 15.96 8.232e-27 770-81 1 
BL00721G 7.97 3.017e-10 831-843 


1033 


PR00085 


TETRAHYDROFOLATE 
DEHYDROGENASE/CYCLOHYDROLASE 
FAMILY SIGNATURE 


PR00085C 15.23 4.906e-15 169-190 
PR00085B 15.92 7.488e-10 136-163 
PR00085E 15.79 6.216e-09 266-295 


1033 


BL00415 


Synapsins proteins. 


BL00415N 4.29 8.489e-09 18-61 


1035 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834F 10.91 2.946e-09 82-94 


1035 


BL00741 


Guanine-nucleotide dissociation stimulators 
CDC24 family sign. 


BL00741B 14.27 2.962e-09 911-933 


1035 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 4.8 14e-09 1125-1139 
PR00049D 0.00 5.729e-09 147-161 


1035 


PR00554 


ADENOSINE A2B RECEPTOR 
SIGNATURE 


PR00554B 12.52 8.855e-09 724-732 


1037 


PR00390 


PHOSPHOLIPASE C SIGNATURE 


PR00390A 15.09 1.439e-20 295-313 


1037 


BL00303 


S- 100/ICaBP type calcium binding protein. 


BL00303B 26.15 4.971e-09 135-171 


1037 


BL00292 


Cyclins proteins. 


BL00292A 22.87 5.1 14e-09 220-253 




PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245B 10.38 5.821e-14 176-190 
PR00245A 18.03 6.891e-14 58-79 
PR00245E 12.40 6.170e-ll 290-304 
PR00245C 7.84 2.286e-10 237-252 


1039 


BL00237 j 


G-protein coupled receptors proteins. 


BL00237A 27.68 5.408e-09 89-128 


1039 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 7.577e-09 54-65 


1039 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 
SIGNATURE 


PR00534A 11.49 8.586e-09 50-62 


1039 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237B 13.50 6.000e-09 58-79 
PR00237E 13.03 8.941e-09 198-221 


1040 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187A 9.98 2.125e-12 233-244 
BL01187A 9.98 4.789e-ll 286-297 
BL01187B 12.04 3.057e-10 348-363 


1040 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919D 17.80 l.OOOe-40 406-456 
PD00919D 17.80 l.OOOe-40 465-515 
PD00919G 15.92 l.OOOe-40 590-633 
PD00919H 17.48 l.OOOe-40 634-675 
PD009191 18.44 l.OOOe-40 676-724 
PD00919J 16.09 l.OOOe-40 737-775 
PD00919K 18.26 l.OOOe-40 776-810 
PD00919L 16.90 l.OOOe-40 812-851 
PD00919C 12.28 9.250e-34 357-386 
PD00919F 11.63 7.000e-33 555-583 
PD00919E 11.16 1.000e-32 521-549 
PD00919G 15.92 4.197e-23 453-496 
PD00919G 15.92 1.556e-20 394-437 
PD00919F 11.63 5.103e-20 399-427 
PD00919G 15.92 9.1 lle-20 550-593 
PD00919D 17.80 3.793e-19 526-576 
PD00919F 11.63 8.397e-18 458-486 
PD00919B 9.47 3.455e-17 308-322 
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PD00919D 17.80 6.967e-17 566-616 
PD00919A 11.53 3.520e-15 199-210 
PD00919F 11.63 6.000e-15 595-623 
PD00919D 17.80 3.970e-14 488-538 
PD00919D 17.80 8.1 lOe- 14 429-479 
PD00919F 11.63 3.379e-13 517-545 
PD00919G 15.92 4.757e-12 489-532 
PD00919D 17.80 6.094e-12 370-420 
PD00919D 17.80 9.915e-12 562-612 
PD00919E 11.16 2.517e-ll 403-431 
PD00919B 9.47 3.714e-ll 215-229 
PD00919G 15.92 7.224e-ll 512-555 
PD00919F 11.63 8.372e-ll 494-522 
PD00919E 11.16 8.382e-ll 498-526 
PD00919E 11.16 9.899e-ll 462-490 
PD00919E 11.16 2.663e-10 559-587 
PD00919D 17.80 9.061e-10 501-551 
PD00919E 11.16 l,092e-09 599-627 
PD00919D 17.80 1.525e-09 503-553 
PD00919G 15.92 3.63 8e-09 430-473 
PD00919E 11.16 4.582e-09 439-467 
PD00919D 17.80 6.625e-09 524-574 
PD00919A 11.53 6.727e-09 239-250 
PD00919D 17.80 6.775e-09 442-492 



1042 



BL01022 



PTR2 family proton/oligopeptide symporters 
proteins. 



BL01022B 22.19 2.241e-15 74-119 
BL01022E 23.51 3.739e-14 440-475 
BL01022A 11.58 2.2 12e~ 12 44-62 
BL01022D 9.42 2.946e-12 195-207 
BL01022C 16.62 6.226e-10 160-183 



1042 



PR00308 



TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 



PR00308C 3.83 2.169e-09 20-29 



1043 



PF01140 



Matrix protein (MA), p!5. 



PF01140D 15.54 3.700e-10 977-1011 



1043 



DM00215 



PROLINE-RICH PROTEIN 3. 



DM00215 19.43 5.018e-10 542-574 
DM00215 19.43 8.322e-09 537-569 
DM00215 19.43 8.322e-09 541-573 
DM00215 19.43 8.627e-09 530-562 
DM00215 19.43 9.542e-09 540-572 



1044 



PD01066 



PROTEIN ZINC FINGER ZINC-FINGER 
METAl^B ENDING NU. 



PD01066 19.43 9.727e-36 10-48 



1044 



PD00066 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 
PD00066 



13.92 3.769e-15 
13.92 4.462e-15 
13.92 6.538e-15 
13.92 1.000e-13 
13.92 1.000e-13 
13.92 9.000e-13 
13.92 3.571e-12 
13.92 4.000e-12 
13.92 5.714e-12 
13.92 2.957e-ll 
13.92 7.652e-ll 
13.92 2.385e-10 
13.92 1.600e-09 



384-396 
244-256 
468-480 
300-312 
608-620 
160-172 
216-228 
580-592 
496-508 
524-536 
328-340 
552-564 
272-284 
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Database 


uescnpuuii 




III 


entry iaj 






1 C\A A 

1U44 


rKUUU4o 




PPftftfMRA 1ft S9 9 /v*fip IS SRQ-fift9 








PPAftft4RA in 59 4 971p IS 953-966 








PPftftfMRA 1ft 59 5 Sftftp-14 513-546 








PPftftft4RA 1ft 59 4 91 4p 13 995-93R 








PPftftft4RA 1ft 59 5 765p 19 9R1-9Q4 








PPAAA4RA 1ft 59 7 RR9*» 19 477_4Qft 








PP AftA/iR A 1 ft 59 1 474p 111 60- 1 89 








PPAAA4RA 1ft 59 1 Q47p 11 141 154 
JnK>UUU4oA IU.3Z l.y4/c-ll Ifl-IOH 








PPAAA4R A 1ft 59 3 36Rp 1 1 3ftQ 399 








PPAAA4RA 1ft 59 R 1ft5p 1 1 561 574 








dt?aaa4R a 1 a 59 o S9£<» 1 1 303 4ft/? 
rKUUlKfoA IU.jZ y.jZOo-11 3SO-4vO 








DPAAA4RD A. A9 1 nftft*»_1ft 907 3ftfi 
ri\.uuu*fox> o.uz l.UUUe-lU Zy /OUO 








I>D AAA/1 CD d A9 1 ^filo 1A 577 5RA 
rKUUU4or> O.UZ l.JOJe-lU D / /OoO 








PPftftfURP. 6 ft9 3 95ftp-1ft 353-362 








PR00048B 6 02 3 250e-10 409-418 








PPAAA4RD 6 A9 3 95ftp-1 ft 437-446 








PPAAA4RA 1ft 59 4 599p-1ft 617-630, 

XISA/l/UHOA *t.JZZC-117 Ul /-U-?VJ 








PPAAA4RD. 6 A9 4 Q3Rp 1 ft 941-950. 








PP AAft4RD A ft9 7 75ftp 1 ft 403- 509 








PPftftfLlR'R. 6 ft9 R R75p-10 3R1-3QO 

r iSSJyJVHOD O.UZ O.o/JC-lU J01-J7V 








PPOAA4RD fZ AO R R75 P 1ft 465-474 
xxwUVt-oU O.vZ 0.0/ JO- 11/ ^OJ-t/H 








PPO0A4RA 1ft 59 9 440p-0Q 1Q7-910 








PPAAA4RD fiH9 4 7R0p ftO 6A5-614 


1044 


BL00028 


Zinc finger, C2H2 type, domain proteins. 


ny AAA1C 1 fi A7 *7 /190« 1 A. 51/£_559 

dLuuuzo lo.u/ /.4zye-io djoodz 






"DT AAATO 1 A A*7 O 1 OCa 1 ^ ^OO /CAR 

rSLUUUZo lO.U/ Z.lZje-10 Dyz-ouo 








DT AAAOO 1 /I AT /I OIC* 1 ^ 9^/C_979 
dL-UUUZo lO.U/ 4.y3oe-lD ZDO-Z/Z 








tjt AAAOQ 1 /: A7 ^ O^Ao 1 1 99 fl 1AA 

rSLUUUZo lo.u/ j.yDue-io ZZ5-Z44 








t>T AAAOO 1/C A7 1 AAAo 1 1 /t^9 4/CR 
bJLUUUZci lO.U/ l.UUUe-11 4DZ-405 








DT AAAOO 1 A. (Y7 O 11 U 11 IQ/^/l 1 9 

dLUUUZo lo.u/ z. /oie-ii jyo-4iz 








DT AAA1C 1/C A"7 /l t 1 11 179 1 RR 

rJLUUUZo lO.U/ 4.1 IDe-l 1 1/Z-loo 








DT AAA9R 1 A A7 ^ 1 ^At> 1 1 9R4_7ftft 
JtSLUUUZo lO.U/ D.lD4e-ll Zo4-jUU 








DT AAAOQ 1 A7 < QA6t> 1 1 4RA_40/> 
dLUUUZo lO.U/ D.o40e-1 1 4oU-4y0 








dt AAft9fl ififtTfi S^Rp-1 1 S64-SR0 








dt Aftft9R 1 ft7 0 6S4p_1 i ^ft-/;^/; 








P.TOAA9R \f\ ft7 1 lftftp-1ft 144-lfift 








BL00028 16.07 1.900e- 10 340-356 








BL00028 16 07 1 900e- 10 424-440 








BL00028 16.07 9.100e-10 116-132 








BL00028 16.07 9. lOOe- 10 200-216 








BL00028 16.07 9.700e-10 368-384 








BL00028 16.07 5.629e-09 508-524 








BL00028 16.07 7.943e-09 312-328 


1046 


PD01795 


PROTEIN AMINOPEPTEDASE 


PD01795A 10.27 6.667e-09 362-370 






PRECURSOR HYDROLASE SIGNA. 




1049 


PF00651 


BTB (also known as BR-C/Ttk) domain 


PF00651 15.00 7.840e-09 43-55 






proteins. 




1049 


PR00766 


AMELORIDE-SENSITIVE AMINE 


PR00766G 11.62 9.905e-09 91-111 






OXIDASE SIGNATURE 




1050 


BL00211 


ABC transporters family proteins. 


BL00211B 13.37 7.429e-20 141-172 


1051 


PF00569 


Zinc finger present in dystrophin, CBP/p300. 


PF00569 13.42 1.545e-16 21-37 


1051 


PD00306 


PROTEIN GLYCOPROTEIN PRECURSOR 


PD00306A 10.26 2.929e-09 257-270 






RE. 
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1052 


DM00031 


IMMUNOGLOBULIN V REGION. 


DM00031B 15.41 5.500e-12 77-110 


1052 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 9.100e-12 154-176 


1053 


PR00018 


KRINGLE DOMAIN SIGNATURE 


PR00018A 14.52 3.423e-09 36-51 


1054 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688B 15.06 4.504e-09 85-132 
DM01688J 14.69 8.364e-09 32-68 


1055 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 4.000e-21 281-298 
BL00290A 20.89 4.600e-I6 34-56 
BL00290A 20.89 4.375e-15 224-246 


1064 


PD00289 


PROTEIN SH3 DOMAIN REPEAT 
PRESYNA. 


PD00289 9.97 1.000e-09 453-466 
PD00289 9.97 5.034e-09 47-60 PD00289 
9.97 5.034e-09 258-271 


1064 


PF00595 


PDZ domain proteins (Also known as DHR 
or GLGF). 


PF00595 13.40 9.250e-10 450-460 
PF00595 13.40 7.000e-09 255-265 


1067 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.471e-12 126-144 


1067 


BL00107 


Protein kinases ATP -binding region proteins. 


BL00107A 18.39 2.800e-22 126-156 
BL00107B 13.31 6.786e-ll 196-211 


1067 


BL00479 


Phorbol esters / diacylglycerol binding 
domain proteins. 


BL00479C 12.01 3.000e-09 174-186 


1067 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL00790M 8.744.857e-09 117-138 


1068 


PR00179 


LIPOCAUN SIGNATURE 


PR00179B 9.56 1.000e-12 120-132 
PR00179C 19.02 1.000e-10 148-163 
PR00179A 13.78 5.680e-10 37-49 


1068 


BL00213 


Lipocalin proteins. 


BL00213B 8.78 8.000e-10 120-130 
BL00213A 12.95 9.526e-10 37-50 


1070 


PR00200 


ANNEXIN TYPE IV SIGNATURE 


PR00200G 9 43 5 602e-17 299-325 
PR00200E 10.00 6.160e-16 136-157 
PR00200E 10.00 3.012e-13 295-316 
PR00200F 13.72 6.157e-13 219-245 
PR00200E 10.00 4.742e-12 64-85 
PR00200B 7.39 9.063e-12 69-91 
PR00200G 9.43 1.991e-ll 140-166 
PR00200D 10.01 5.304e-ll 109-125 
PR00200H 13.68 5.050e-10 343-356 
PR00200B 7.39 2.865e-09 141-163 


1070 


PR00202 


ANNEXIN TYPE VI SIGNATURE 


PR00202G8.01 1.563e- 14 299-325 
PR00202E 13.00 9.613e-13 219-245 
PR00202D 5.58 8.636e-ll 136-157 
PR00202G 8.01 2.525e-09 140-166 
PR00202D 5 58 3 560e-09 64-85 


1070 


PR00199 


ANNEXIN TYPE III SIGNATURE 


PR00199F 16.19 7.387e-18 219-245 
PR00199D 5.65 1.409e- 16 295-316 
PR00199G 9.09 6.354e-16 300-325 
PR00199D 5.65 6.455e-16 136-157 
PR00199D 5.65 1.474e-13 64-85 
PR00199B 6.86 2.346e-10 69-91 
PR00199B 6.86 5.458e-10 300-322 
PR00199B 6.86 8.234e-10 141-163 
PR00199C 13.84 6.464e-09 109-125 


1070 


PR00197 


ANNEXIN TYPE I SIGNATURE 


PR00197D 7.50 5.629e-16 136-157 
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PR00197F 9.03 7.395e-15 299-319 
PR00197D 7.50 1 .234*14 295-316 
PPnniQ7P 11 80 3 541^-11 219-245 
PR00197D 7.50 6.379e-ll 64-85 
PR00197B 7.56 7.124e-09 69-91 


1070 


PR00198 


ANNEXIN TYPE H SIGNATURE 


PR00198D 7.65 2.222e-15 136-157 
PR00198D 7.65 3.647e-13 295-316 
PR00198G 8.09 4.375e-13 299-319 
PR00198D 7.65 9.165e-10 64-85 
PR00198B 8.71 7.529e-09 69-91 

PR00198G 8.09 8.125e-09 140-160 


1070 


BL00223 


Annexins repeat proteins domain proteins. 


BL00223C 24.79 1.000e-40 278-332 
BL00223B 28.47 9.679e-39 201-250 
BL00223A 15.59 1.000e-27 132-165 . 
BL00223A 15.59 6.936e-22 60-93 
BL00223C 24.79 3.077e-17 119-173 
BL00223A 15.59 4.194e-16 291-324 
BL00223C 24.79 2.514e-09 47-101 
BL00223B 28.47 8.533e-09 117-166 


1070 


PR00201 


ANNEXIN TYPE V SIGNATURE 


PR00201G 11.02 7.692e-19 299-325 

PR00201A 6.05 6.242e-ll 69-91 
PR00201E 12.37 8.040e-ll 219-245 
PR00201C 11.13 3.897e-10 109-125 
PR00201D 10.49 5.050e-10 64-85 
PR00201G 11.02 6.215e-10 140-166 
PR00201D 10.49 9.910e-10 295-316 
PR00201 A 6.05 4.297e-09 300-322 
PR00201H 12.04 7.506e-09 343-356 
PR00201A 6.05 8.842e-09 141-163 


1070 


PR00196 


ANNEXIN FAMILY SIGNATURE 


PR00196D 21.86 2.895e-21 219-245 
PR00196E 9.19 3.077e-20 299-319 
PR00196C 10.36 5.500e-20 136-157 
PR00196A 11.16 7.632e-19 69-91 

PR00196B 10.68 8.875e-15 109-125 
PR00196C 10.36 8.071e-14 64-85 
PR00196A 11.162.714e-12 141-163 
PR00196G 11.72 4.250e-12 343-356 
PR00196E 9.19 9.735e-12 140-160 
PR00196F 13.89 1.000e-ll 327-342 
PR00196A 1 1.16 8.859e-10 300-322 
PR00196F 13.89 7.938e-09 168-183 
PR00196D 21.86 9.775e-09 135-161 


1071 


BL00610 


Sodium:neurotransmitter symporter family 
proteins. 


BL00610A 17.73 1.000e-40 52-101 
BL00610B 23.65 1.000e-40 115-164 
BL00610C 12.94 1.000e-40 212-263 
BL00610E 20.34 1.000e-40 372-414 
BL00610F 29.02 1.000e-40 469-523 
BL00610G 12.89 9.217e-22 528-550 
BL00610D 20.97 4.822e-19 278-330 
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1071 


PR00176 


SODIUM/NEUROTRANSMTTTER 
SYMPORTER SIGNATURE 


PR00176A 16.82 1.529e-26 52-73 
PR00176C 10.84 5.500e-25 124-150 
PR00176G 12.48 2.688e-22 458-478 
PR00176E 11.41 2.000e-21 322-342 
PR00176F 10.73 3.333e-20 376-395 
PR00176B 7.31 1.600e- 19 81-100 
PR00176D 9.02 1.321e-18 239-256 
PR00176H 15.27 2.440e- 18 498-518 


1072 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.652e-09 113-122 


1073 


BL01207 


Glypicans proteins. 


BL01207C 19.08 6.538e-31 250-285 
BL01207B 23.69 9.122e-28 191-236 
BL01207D 23.23 1.692e-24 429-463 
BL01207A 12.21 1.000e-16 62-77 
BL01207E 13.70 1.214e-ll 487-503 


1073 


PR00049 


WILM'S TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.898e-09 515-529 


1073 


BL00291 


Prion protein. 


BL00291A 4.49 7.724e-09 530-564 


1073 


PR00829 


MAJOR POLLEN ALLERGEN LOL PI 
FAMILY SIGNATURE 


PR00829E 10.81 9. 597e-09 306-320 


1075 


PF00777 


Sialyltransferase family. 


PF00777C 18.60 2.581e-28 294-348 


1078 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


1078 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19 43 8 826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 5.500e-16 1437-1469 
BL00477K 17.42 4.529e- 14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
BL004771 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H9.07 5.395e-12 1054-1065 
BL00477C 15.70 1.161e-10 236-252 


1079 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 804-830 


1079 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 799-828 
BL00477A 13.50 9.800e-23 135-163 
BL00477E 17.53 6.538e-13 769-789 
BL00477B 9.05 6.625e-13 222-234 
BL00477D 12.73 4.073e-12 743-752 
BL00477C 15.70 1.161e-10 249-265 


1080 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477A 13.50 9.800e-23 122-150 
BL00477B 9.05 6.625e-13 209-221 
BL00477C 15.70 1.161e-10 236-252 


1081 


BL01177 ! 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 790-816 


1081 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 3.382e-27 1241-1271 
BL00477F 17.34 8.500e-25 785-814 
BL00477G 19.43 8.826e-23 983-1014 
BL00477A 13.50 9.800e-23 122-150 
BL00477L 23.51 8.800e-22 1437-1469 
BL00477K 17.42 4.529e-14 1382-1405 
BL00477E 17.53 6.538e-13 755-775 
BL00477B 9.05 6.625e-13 209-221 
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BL004771 18.76 2.650e-12 1085-1111 
BL00477D 12.73 4.073e-12 729-738 
BL00477H 9.07 5.395e-12 1054-1065 
BL00477C 15.70 L161e-10 236-252 


1081 


BL00115 


Eukaryotic RNA polymerase II heptapeptide 
repeat proteins. 


BL001 15V 21.32 5.745e-09 1422-1471 


1082 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 791-817 


1082 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477F 17.34 8.500e-25 786-815 
BL00477A 13.50 9.800e-23 122-150 
BL00477E 17.53 6.538e-13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL00477D 12.73 4.073e-12 730-739 
BL00477C 15.70 1.161e-10 236-252 


1083 


BL00122 


Carboxylesterases type-B serine proteins. 


BL00122E 22.02 9.027e-31 195-235 
BL00122A 12.04 5.500e-16 60-80 
BL00122D 12.53 7.545e-16 171-186 
BL00122C 7.91 8.125e-13 142-152 
BL00122B 16.84 4.830e-10 122-132 
BL00122F 11.10 5.500e-10 247-256 
BL00122G 11.67 9.625e-10 500-510 


1083 


PR00878 


CHOLINESTERASE SIGNATURE 


PR00878F 5.37 7.171e-09 460-472 


1084 


PD00919 


CALCIUM-BINDING PRECURSOR 
SIGNAL R. 


PD00919B 9.47 7.485e-10 1019-1033 


1084 


BL00203 • 


Vertebrate metallothioneins proteins. 


BL00203 13.94 9.138e-10 175-220 


1084 


BL00279 


Membrane attack complex components / 
perforin proteins. 


BL00279E 37.11 9.241e-10 387-434 


1084 


PR00011 


TYPE m EGF-LIKE SIGNATURE 


PR00011D 14.03 2.696e-09 413-431 


1084 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907G 11.63 7.973e-09 890-916 


1084 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 8.017e-09 92-106 


1084 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 8.200e-09 1187-1193 


1084 


PR00010 


TYPE E EGF-LIKE SIGNATURE 


PR00010C 11.16 7.667e-ll 1183-1193 
PR00010C 11.16 1.857e-09 937-947 
PR00010C 11.16 4.857e-09 1687-1697 
PR00010C 11.16 8.286e-09 1642-1652 


1084 


PR00009 


TYPE I EGF SIGNATURE 


PR00009C 14.11 9.118e-09 1058-1069 


1084 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 7.000e-17 1682-1697 
BL01187B 12.04 2.350e-14 1178-1193 
BL01187B 12.04 5.500e-14 1136-1151 
BL01187B 12.04 1.391e-13 642-657 
BL01187B 12.04 4.130e-13 1219-1234 
BL01187B 12.04 4.913e-13 1095-1110 
BL01187B 12.04 9.609e-13 932-947 
BL01187B 12.04 9.667e-12 1054-1069 
BL01187B 12.04 4.600e- 11 1261-1276 
BL01187A 9.98 9.526e-ll 997-1008 
BL01187B 12.04 1.257e-10 1483-1498 
BL01187A 9.98 7.857e-10 1078-1089 
BL01187A 9.98 2.875e-09 1243-1254 
BL01187B 12.04 3.250e-09 1637-1652 
BL01187A 9.98 7.000e-09 914-925 
BL01187A9.98 1.000e-08 1037-1048 
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1086 



1086 



1087 



1087 



1087 



1087 



1088 



PR00014 



BL00790 



PD01066 



BL00028 



PD00066 



PR00048 



PD01066 



FIBRONECTIN TYPE III REPEAT 
SIGNATURE 



PR00014A 8.22 8.941e-10 816-825 
PR00014D 12.04 5.950e-09 872-886 
PR00014C 15.44 6.478e-09 854-872 



Receptor tyrosine kinase class V proteins. 



BL007901 20.01 6.250e-12 865-895 
BL007901 20.01 7.750e-09 662-692 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 2.737e-24 16-54 



Zinc ringer, C2H2 type, domain proteins. 



BL00028 16.07 4.150e-13 219-235 
BL00028 16.07 7.300e~13 191-207 
BL00028 16.07 4.522e-12 163-179 
BL00028 16.07 2.038e-ll 247-263 



PROTEIN ZINC-FINGER METAL-BINDI. 



PD00066 13.92 7.231e-15 235-247 
PD00066 13.92 6.143e-12 179-191 
PD00066 13.92 7.923 e- 10 207-219 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 3.250e-14 188-201 
PR00048A 10.52 4.000e-14 244-257 
PR00048A 10.52 4.706e-12 216-229 
PR00048B 6.02 3.250e-10 232-241 
PR00048A 10.52 2.440e-09 160-173 
PR00048B 6.02 9.053e-09 260-269 



PROTEIN ZINC FINGER ZINC-FINGER 
METAL-BINDING NU. 



PD01066 19.43 2.737e-24 16-54 



1088 



BL00028 



Zinc finger, C2H2 type, domain proteins. 



BL00028 16.07 8.043e-12 163-179 



1088 



PR00048 



C2H2-TYPE ZINC FINGER SIGNATURE 



PR00048A 10.52 2.800e-09 160-173 
PR00048B 6.02 9.053e-09 176-185 



1089 



1089 



1089 



BL00243 



BL01208 



PD02283 



Integrins beta chain cysteine-rich domain 
proteins. 



BL002431 31.77 1.127e-09 86-128 
BL002431 31.77 2.775e-09 30-72 
BL002431 31.77 5.437e-09 89-131 



VWFC domain proteins. 



BL01208B 15.83 5.865e-09 114-128 



PROTEIN SPORULATION REPEAT 
PRECU. 



PD02283C 17.54 5.613e-09 24-51 
PD02283C 17.54 5.613e-09 68-95 
PD02283C 17.54 7.188e-09 93-120 
PD02283C 17.54 7.750e-09 103-130 



1089 



BL00269 



Mammalian defensins proteins. 



BL00269C 16.52 
BL00269C 16.52 



9.289e-09 28-56 
9.289e-09 72-100 



1089 



BL00203 



Vertebrate metallothioneins proteins. 



BL00203 13.94 6, 
BL00203 13.94 3. 
BL00203 13.94 4. 
BL00203 13.94 6 
BL00203 13.94 1 
BL00203 13.94 2. 
BL00203 13.94 2. 
BL00203 13.94 5. 
BL00203 13.94 5 
BL00203 13.94 7 
BL00203 13.94 1 
BL00203 13.94 1. 
BL00203 13.94 2. 
BL00203 13.94 3. 
BL00203 13.94 4. 
BL00203 13.94 5. 



897e-12 66-111 
769e-l 170-115 
165e-ll 40-85 
.835e-ll 65410 
.096e-10 61-106 
,723e-10 21-66 
,723e-10 22-67 
,213e-10 91-136 
.883e-10 26-71 
032e-10 114-159 
643e-09 85-130 
735e-09 105-150 
745e-09 80-125 
388e-09 56-101 
214e-09 81-126 
500e-09 60-105 
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BL00203 13.94 6.694e-09 100-145 








BL00203 13.94 6.969e-09 17-62 








BL00203 13.94 7.612e-09 47-92 








BL00203 13.94 7.704e-09 101-146 








BL00203 13.94 8.531e-09 75-120 








BL00203 13.94 8.714e-09 95-140 








BL00203 13.94 9.541e-09 25-70 


1090 


PD02283 


PROTEIN SPORULAHON REPEAT 


PD02283C 17.54 5.613e-09 28-55 






PRECU. 




1090 


BL00203 


Vertebrate metaUothioneins proteins. 


BL00203 13.94 3.069e-12 26-71 








BL00203 13.94 6.266e-10 30-75 








BL00203 13.94 4.398e-09 21-66 








BL00203 13.94 8.071e-09 25-70 


ioqo 


RT 00960 


"Msimmalisvn HpfpTiQiriQ rvrotp.ins 


BL00269C 16.52 9.289e-09 32-60 


1001 
ivy l 




TntftrriTiQ Vi^ta fTisiiTi r* vcfpinp-Tifli nfWTwin 

1 IHOK' WIS L/C Va biluH 1 L< YolCLLlG 1 11*11 Uviuaui 


BL002431 31.77 8.676e-10 121-163 






r\rnfpin o 


BL002431 31 77 3 915e-09 124-166 






BL002431 31 77 5 690e-09 30-72 


i noi 


tjt ni ins 


V WrL OOTTlalTi piOlcIDS. 


RL01208B 15 83 5 865e-09 149-163 


1 r\f\ -j 
1UV I 


tit rwYini 


verte orate meiauounoneiiis proteuis. 


RT .00903 1 1 04 3 670p-1 1 66- 1 1 1 






RT 00903 1 3 04 4 6S0p-1 1 40-85 








RT 00903 13 04 7 420e-11 70-115 








RT00903 13 04 1 R69p-io ios-iso 








RT 00903 13 04 9 79 V- 10 21-66 








RT 00903 13 04 9 793p-10 61-106 








RT .00903 13 04 9 01 Sp-10 196-171 








RT .00903 13 04 4 064p-10 22-67 








RT .00903 13 04 6 4S7p-10 96-71 








RT 00903 1 3 04 7 039p-1 0 140-1 04 








RT .00903 13 04 7 310p-10 OS- 140 








RT/10903 13 04 1 73Sp-00 140-1 








RT .00903 1 3 Qd 1 R97p-00 1 1 S-1 60 








RT .00903 13 04 1 OIRp-00 RO-125 








RT /10903 1 3 04 3 090p-00 1 00-1 4S 

LjLAJ\J£AJD LJ.y*T J.UZ.UC-U7 1 UW-ltJ 








BL00203 13 94 3 204e-09 65-110 








BL00203 13 94 4 306e-09 1 ?0-165 








RT j0090^ 13 04 5 041e-00 47-92 








RT 0090^ I"? 04 S 500e-09 1 16-161 








RTi)0203 13 94 6 694e-09 135-180 








BL00203 13.94 6.969e-09 17-62 








BL00203 13.94 7. 429e-09 71-116 








BL00203 13.94 7.704e-09 136-181 








BL00203 13.94 8.163e-09 85-130 








BL00203 13.94 8.714e-09 130-175 


1091 


PD02283 


PROTEIN SPORULATION REPEAT 


PD02283C 17.54 5.613e-09 24-51 






PRECU. 


PD02283C 17.54 5.613e-09 68-95 








PD02283C 17.54 7.188e-09 128-155 








PD02283C 17.54 7.750e-09 138-165 








PD02283C 17.54 8.875e-09 123-150 


1091 


BL00269 


Mammalian defensins proteins. 


BL00269C 16.52 9.289e-09 28-56 






BL00269C 16.52 9.289e-09 72-100 


1091 


BL00799 


Granulins proteins. 


BL00799D 12.41 7.661e-09 49-95 






BL00799G9.41 1.000e-08 39-79 
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1094 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248A 9.91 7.522e-09 24-45 


1094 


PR00354 


7FE FERREDOXIN SIGNATURE 


PR00354C 5.72 8.157e-09 258-275 


1096 


PR00356 


TYPE H ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 9.862e- 11 193-206 


1096 


BL00615 


C-type lectin domain proteins. 


BL00615B 12.25 2.731e-09 193-206 
BL00615A 16.68 9.400e-09 94-111 


1097 


PR00356 


TYPE H ANTIFREEZE PROTEIN 
SIGNATURE 


PR00356G 10.80 7.658e-09 193-206 


1097 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 9.400e-09 94-111 


1098 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 6.870e-24 59-80 
PR00245C 7.84 2.421e-19 238-253 
PR00245E 12.40 8.714e-16 291-305 
PR00245D 10.47 6.786e-13 274-285 
PR00245B 10.38 6.906e-13 177-191 


1098 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 8.839e-15 90-129 
BL00237D 11.23 2.364e-09 282-298 


1098 


PR00237 


RHODOPS1N-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237B 13.50 1.750e-09 59-80 
PR00237C 15.69 4.600e-09 104-126 
PR00237A 11.48 5.065e-09 26-50 
PR00237G 19.63 5.605e-09 272-298 


1098 


PR00023 


ZONA PELLUCIDA SPERM-BINDING 
PROTEIN SIGNATURE 


PR00023E 22.27 9.813e-09 128-145 


1099 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 9.083e-10 163-201 


1099 


PR00346 


TISSUE FACTOR SIGNATURE 


PR00346H 10.74 8.179e-09 542-565 


1099 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 1.000e-08 306-312 


1100 


DM00372 


CARCINOEMBRYONIC ANTIGEN 
PRECURSOR AMINO-TERMINAL 
DOMAIN. 


DM00372B 20.31 8.920e-15 363-407 
DM00372B 20.31 3.329e-12 68-112 


1101 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1436-1450 


1101 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 997-1023 
PR00457D 16.81 4.194e-21 972-992 
PR00457C 19.25 1.675e-13 954-972 
PR00457H 15.90 5.680e-13 1248-1262 
PR00457F 13.69 4.750e-12 1050-1060 
PR00457G 17.45 8.615e-12 1177-1197 
PR00457B 13.29 3.411e-10 802-817 


1101 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240B 24.70 1.000e-09 349-372 


1101 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270A 17.22 7.677e-09 328-367 


1101 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 8.920e-09 73-86 


1102 


BL01208 


VWFC domain proteins. 


BL01208B 15.83 3.250e-10 1412-1426 


1102 


PR00457 


ANIMAL HAEM PEROXIDASE 
SIGNATURE 


PR00457E 20.67 3.118e-22 973-999 
PR00457D 16.81 4.194e-21 948-968 
PR00457C 19.25 1.675e-13 930-948 
PR00457H 15.90 5.680e-13 1224-1238 
PR00457F 13.69 4.750e-12 1026-1036 
PR00457G 17.45 8.615e-12 1153-1173 
PR00457B 13.29 3.411e-10 778-793 


1102 


BL00240 


Receptor tyrosine kinase class m proteins. 


BL00240B 24.70 1.000e-09 325-348 
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1102 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 1 1.36 7.480e-09 73-86 


1102 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFDST. 


PD01270A 17.22 7.677e-09 304-343 


1103 


BL00815 


Alpha-isopropylmalate and homocitrate 
synthases proteins. 


BL00815C 21.36 3.118e-09 786-814 


1107 


PD02059 


CORE POLYPROTEIN PROTEIN GAG 
CONTAINS: P. 


PD02059B 24.48 8.352e-09 682-716 


1113 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 6.885e-12 311-341 


1113 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 7.750e-09 311-329 


1117 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652B 8.50 4.021e-09 99-150 
PD01652B 8.50 5.050e-09 2-53 
PD01652A 15.35 7.769e-09 12-47 


1120 


BL50002 


Src homology 3 (SH3) domain proteins 
profile. 


BL50002A 14.19 1.750e-12 1026-1044 


1120 


PR00452 


SID DOMAIN SIGNATURE 


PR00452B 11.65 4.115e-ll 1036-1051 


1120 


PF00023 


Ank repeat proteins. 


PF00023B 14.20 3.000e-10 954-963 
PF00023A 16.03 2.286e-09 925-940 


1120 


PDO0078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 8.000e-ll 951-963 
PD00078B 13.14 4.522e-09 918-930 


1120 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 8.024e-16 925-979 
PF00791C 20.98 4.971e-09 939-977 


1120 


PR00499 


NEUTROPHIL CYTOSOL FACTOR 2 
SIGNATURE 


PR00499D 10.18 6.965e-09 1024-1044 


1122 


PF00992 


Troponin. 


PF00992A 16.67 8.461e-09 245-279 


1124 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1124 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128-140 


1124 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1125 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1125 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 6.087e-09 128-140 


1125 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 2.569e-09 135-189 
PF00791B 28.49 9.835e-09 69-123 


1128 


PR00248 


METABOTROPIC GLUTAMATE GPCR 
SIGNATURE 


PR00248G 12.67 2.688e-09 53-77 


1129 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM00516 


186 DISCOIDIN I N-TERMINAL. 


DM00516 30.53 8.606e-13 131-175 


1130 


DM01077 


SEX HORMONE-BINDING GLOBULIN. 


DM01077A 16.30 3.143e-ll 386-432 


1132 


BLO0243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 4.930e-09 87-129 


1133 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107B 13.31 5.909e-13 195-210 


1133 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 7.609e-09 196-218 
PR00109B 12.27 9.297e-09 126-144 


1135 


PR00402 


TEC/BTK DOMAIN SIGNATURE 


PR00402A 16.09 2.950e-10 664-683 


1135 


BL00509 


Ras GTPase-activating proteins. 


BL00509B 10.28 9.800e-09 502-512 


1137 


PRO0907 


THROMBOMODULIN SIGNATURE 


PR00907B 11.29 3.959e-ll 168-184 


1137 


DM00215 


PROLINE-RICH PROTEIN 3. 


DM00215 19.43 3.893e-10 333-365 



WO 2004/080148 



PCT/US2003/030720 



343 

TABLE 3 A 



SEQ 
ID 


Database 
entry ID 


DescriDtioii 


Result* 








DM00215 19.43 4.054e-10 328-360 
DM00215 19.43 8.232e-10 332-364 


1137 


BL01187 


Calcium-binding EGF-like domain proteins 
pattern proteins. 


BL01187B 12.04 2.957e-13 134-149 ! 
BL01187B 12.04 3.739e-13 261-276 
BL01 187B 12.04 2.333e-12 216-231 
BL01187A 9.98 3.250e~09 197-208 


1137 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 3.288e-09 348-362 
PR00049D 0.00 3.288e-09 350-364 


1137 


BL01177 


Anaphylatoxin domain proteins. 


BL01177C 17.39 4.714e-09 128-146 


1137 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 5.855e-09 63-88 


1137 


PF00094 


von Willebrand factor type D domain 
proteins. 


PF00094A 11.09 9.022e-09 163-172 


1137 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 9.100e-09 75-81 


1137 


PR00910 


LUTEOVIRUS ORF6 PROTEIN 
SIGNATURE 


PR00910A 2.51 9.357e-09 348-360 


1143 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 121-136 
PR00245B 10.38 3.919e-12 60-74 
PR00245E 12.40 1.000e-10 174-188 


1143 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 2.091e-09 165-181 


1143 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMELY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 155-181 
PR00237E 13.03 9.735e-09 82-105 


1144 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245C 7.84 5.355e-17 235-250 
PR00245A 18.03 8.615e-15 58-79 
PR00245B 10.38 3.919e-12 174-188 
PR00245E 12.40 l.OOOe- 10 288-302 


1144 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 1.581e-15 89-128 
BL00237D 11.23 2.091e-09 279-295 


1144 


PR00896 


VASOPRESSIN RECEPTOR SIGNATURE 


PR00896B 9.01 8.962e-09 54-65 


1144 


PR00237 


RHODOPSIN-LIKE GPCR SUPEK FAMILY 
SIGNATURE 


PR00237G 19.63 8.714e-ll 269-295 
PR00237C 15.69 3.829e-10 103-125 
PR00237E 13.03 9.735e-09 196-219 


1146 


BL00914 


Syntaxin / epimorphin family proteins. 


BL00914 24.91 6.172e-09 168-217 


1147 


PR00?64 


INTERLEUKIN-1 SIGNATURE 

XX ^ X X-/XVX-/X-/ WJJJU ^ X LTXvIX li* A V-/ JLVAw 


PR00264B 20.98 8.453e-ll 56-82 
PR00264C 17.77 1.851e-10 96-124 


1148 


BL00226 


Intermediate filaments nroteins 


BL00226B 23.86 5.050e-24 96-143 
BL00226D 19.10 8.200e-18 262-308 
BL00226C 13.23 5.610e-14 161-191 
BL00226A 12.77 5.065e-13 380-394 


1151 


BL00226 


Intermediate filaments proteins. 


BL00226D 19.10 5.500e-38 367-413 
BL00226C 13 23 4 130e-23 266-296 
BL00226A 12.77 9.129e-13 131-145 
BL00226B 23.86 1.338e-10 183-230 


1152 


PR00138 


MATRDON SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1152 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 
BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.400e-13 268-280 
BL00546G 16.84 9.449e-ll 288-307 


1152 


BL00024 


Hemopexin domain proteins. 


BL00024B 21.53 3.143e-23 105-138 
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BL00024C 22.98 8.320e-20 154-202 
BL00024F 11.30 2.184e-18 231-251 
BL00024G 13.31 6.192e-13 268-280 
BL00024A 11.49 9.10Oe-13 86-96 
BL00024H 11.35 8.154e-10 335-346 


1153 


PR00138 


MATRIXES! SIGNATURE 


PR00138A 15.14 7.136e-16 86-99 
PR00138B 15.82 3.824e-ll 131-146 


1153 


BL00546 


Matrixins cysteine switch. 


BL00546A 19.62 7.667e-26 66-95 
BL00546E 10.23 3.475e-19 231-251 
BL00546B 20.11 7.720e-19 155-198 
BL00546F 12.40 6.400e-13 268-280 
BL00546G 16.84 9.449e-ll 288-307 


1153 


BL00024 

±J i-i\J \J\J£*~ 


Hemrmexin domain nroteins 


BL00024B 21.53 3.143e-23 105-138 
BL00024C 22.98 8.320e-20 154-202 
BL00024F 11.30 2.184e-18 231-251 
BL00024G 13.31 6.192e-13 268-280 
BL00024A 11.49 9.100e-13 86-96 
BL00024H 11.35 8.154e-10 335-346 


1154 


PR00049 


WILMS TUMOUR PROTEIN SIGNATURE 


PR00049D 0.00 2.068e-09 10-24 


1155 


BL00400 


LBP / BPI / CETP family proteins. 


BL00400C 24.53 6.029e-17 210-253 
BL00400D 23.26 2.080e-14 274-310 
BL00400A 21.59 1.600e-10 27-58 


1156 


PD02448 


TRANSCRIPTION PROTEIN DNA- 
BINDIN. 


PD02448A 9.37 1.700e-19 90-128 
PD02448B 10.17 2.31 le-17 129-176 


1156 


BL00415 


Synapsins proteins. 


BL00415O 3.44 7.395e-09 22-59 


1159 


BIi)0347 


Pnlvf ADP-riho<?el nnlvmerase zinc fineer 
domain proteins. 


BL00347A 12.35 9.795e-15 93-135 


1159 


BL00697 


ATP-dependent DNA ligase AMP-binding 
site proteins. 


BL00697D 18.99 1.346e-23 591-617 
BL00697A 21.27 2.929e-19 471-499 
BL00697B 13.40 4.774e- 14 506-517 


1160 


BL00284 


Serpins proteins. 


BL00284C 28.56 7.600e-25 203-244 
BL00284E 19.15 4.375e-23 401-425 
BL00284D 16.34 5.286e-21 317-343 
BL00284A 15.64 6.192e-17 27-50 
BL00284B 17.99 4.414e-13 174-194 


1166 


BL01121 


Caspase family histidine proteins. 


BL01121A 9.11 5.500e-13 7-17 


1166 


PR00376 


INTERLEUKIN- 1 B CONVERTING 
ENZYME SIGNATURE 


PR00376A 14.23 7.980e-ll 5-18 


1167 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR. 


PD02870D 15.74 7.000e-10 79-113 


1167 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652B 8.50 3.143e-29 209-260 
PD01652B 8.50 5.457e-18 107-158 
PD01652A 15.35 6.438e-14 117-152 
PD01652A 15.35 3.732e-10 24-59 
PD01652B 8.50 7.448e-10 14-65 
PD01652A 15.35 4.231e-09 219-254 


1169 


BL00615 


C-type lectin domain proteins. 


BL00615A 16.68 7.231e-10 125-142 


1171 


PR00308 


TYPE I ANTIFREEZE PROTEIN 
SIGNATURE 


PR00308A5.90 9.156e-13 158-172 
PR00308C 3.83 6.640e-12 161-170 
PR00308B4.28 1.806e-10 161-172 
PR00308A 5.90 4.873e-10 162-176 
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PR00308C3.83 8.062e-10 165-174 


1171 


PR00456 


REBOSOMAL PROTEIN P2 SIGNATURE 


PR00456E 3.06 5.671e-09 163-177 


1171 


BL00678 


Tip-Asp (WD) repeat proteins proteins. 


BL00678 9.67 2.800e-10 429-439 
BL00678 9.67 5.263e-09 480-490 
BL00678 9.67 6.21 le-09 249-259 


1171 


PR00833 


POLLEN ALLERGEN POA PI 
SIGNATURE 


PR00833H2.30 7.750e-10 164-178 
PR00833H 2.30 7.923e-09 161-175 


1171 


PR00320 


G-PROTEIN BETA WD-40 REPEAT 
SIGNATURE 


PR00320A 16.74 4.000e-13 427-441 
PR00320B 12.19 8. 269e- 12 478-492 
PRO032OA 16.74 5.966e-ll 478-492 
PR00320C 13.01 6.478e-ll 478-492 
PR00320C 13.01 9.217e-ll 427-441 
PR00320A 16.74 9.690e-ll 247-261 
PR00320B 12.19 3.057e-10 247-261 
PR00320C 13.01 6.040e-10 247-261 
PR00320B 12.19 6.657e-10 427-441 
PR00320B 12.19 1.450e-09 520-534 
PR00320C 13.01 2.500e-09 303-317 
PR00320A 16.74 4.732e-09 520-534 
PR00320A 16.74 6.488e-09 344-358 
PR00320C 13.01 1.000e-08 344-358 


1172 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652A 15.35 6.625e-10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.50 4.021e-09 11 1-163 


1173 


PD01652 


RECEPTOR CELL NK GLYCOPROTEIN 
IMMUNOGLOB. 


PD01652A 15.35 6.625e- 10 24-60 
PD01652B 8.50 1.836e-09 14-66 
PD01652B 8.504.021e-09 111-163 


1183 


PD02876 


DECARBOXYLASE 
PHOSPHAHDYLSERINR 


PD02876C 8.80 2.723e-13 316-328 
PD02876D 12.13 2.588e-12 427-443 


1184 


BL01289 


TSC-22 / dip / bun family proteins. 


BL01289A 12.18 8.200e-33 124-150 
BL01289B 10.45 8.071e-30 151-180 


1184 


DM00475 


w LOW TRANSPOSASE SAPA 12K. 


DM00475B 12.12 5.891e-10 145-164 


1187 


PR00901 


PHEROMONE B ALPHA- 1 RECEPTOR 
SIGNATURE 


PR00901H 14.99 4.706e-09 56-66 | 


1188 


BLO0708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 734-764 


1188 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF009301 15.96 6.373e-17 776-803 
PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 828-848 
PF00930G 21.30 9.613e-09 657-694 


1189 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 734-764 


1189 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terminal 
region. 


PF00930H 20.16 2.482e-13 697-739 
PF00930J 8.78 1.000e-ll 790-810 
PF00930G 21.30 9.613e-09 657-694 


1190 


BL00708 


Prolyl endopeptidase family serine proteins. 


BL00708B 24.91 7.197e-12 721-751 


1190 


PF00930 


Dipeptidyl peptidase IV (DPP IV) N-terrninal 
region. 


PF009301 15.96 6.373e-17 763-790 
PF00930H 20.16 2.482e-13 684-726 
PF00930J 8.78 1.000e-ll 815-835 
PF00930G 21.30 9.613e-09 644-681 


1193 


PF00791 


Domain present in ZO-1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 6.612e-15 153-207 
PF00791B 28.49 7.955e-14 186-240 
PF00791B 28.49 3.653e-12 436-490 
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PF00791B 28.49 9.337e-12 54-108 
PF00791B 28.49 4.273e-ll 319-373 
PF00791B 28.49 7.818e-ll 252-306 
PF00791B 28.49 1.524e- 10 219-273 
PF00791B 28.49 2.398e-10 120-174 
PF00791C 20.98 3.559e-09 200-238 
PF00791C 20.98 5.235e-09 333-371 
PF00791C 20.98 5.235e-09 544-582 
PF00791B 28.49 6.202e-09 352-406 
PF00791B 28.49 7.028e-09 598-652 
PF00791C 20.98 7.265e-09 101-139 
PF00791B 28.49 8.679e-09 530-584 
PF00791B 28.49 l.OOOe-08 87-141 




rJJUUU/o 


P PPT? A T PP OTFTN ANK NT ICLEAR 
ANKYR. 


PD00078B 13.14 4.600e-12 345-357 
PD00078B 13.14 2.000e-ll 462-474 
PD00078B 13.14 3.500e-ll 796-808 
PD00078B 13.14 8.500e-ll 863-875 
PD00078B 13.14 4.600e-10 495-507 
PD00078B 13.14 5.950e-10 760-772 
PD00078B 13.14 4.522e-09 212-224 
PD00078B 13.14 6.087e-09 278-290 
PD00078B 13.14 l.OOOe-08 146-158 
PD00078B 13.14 l.OOOe-08 245-257 


1193 


PF00023 


Ank repeat proteins. 

• 


PF00023A 16.03 2.500e-12 186-201 
PF00023B 14.20 5.154e-ll 465-474 
PF00023B 14.20 5.154e-U 763-772 
PF00023A 16.03 6.571e-ll 153-168 
PF00023A 16.03 1.750e-10 54-69 
PF00023B 14.20 8.000e-10 866-875 
PF00023B 14.20 1.409e-09 348-357 
PF00023B 14.20 2.636e-09 281-290 
PF00023A 16.03 3.250e-09 219-234 
PF00023B 14.20 3.455e-09 498-507 
PF00023B 14.20 3.864e-09 799-808 
PF00023A 16.03 4.536e-09 252-267 
PF00023B 14.20 5.500e-09 248-257 
PF00023A 16.03 6.464e-09 598-613 
PF00023B 14.20 7.955e-09 432-441 
PF00023A 16.03 8.071e-09 631-646 
PF00023A 16.03 8.071e-09 767-782 
PF00023A 16.03 l.OOOe-08 701-716 


1194 


PR00834 


HTRA/DEGQ PROTEASE FAMILY 
SIGNATURE 


PR00834C 15.43 6.226e-20 253-277 
PR00834D 12.14 4.316e-17 291-308 
PR00834B 10.09 7.188e-14 212-232 
PR00834E 13.63 1.000e-12 313-330 
PR00834A 9.80 5.737e-12 191-203 
PR00834F 10.91 1.730e-09 374-386 


1195 


PR00555 


ADENOSINE A3 RECEPTOR SIGNATURE 


PR00555E 11.12 5.629e-20 105-122 
PR00555F 11.18 6.114e-20 152-169 
PR00555D 10.11 4.717e-18 60-76 


1195 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237G 19.63 8.560e-15 119-145 
PR00237F 13.57 3.520e-13 83-107 
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PR00237E 13.03 4.960e-12 33-56 


1195 


PR00424 


ADENOSINE RECEPTOR SIGNATURE 


PR00424D 14.32 9.400e-23 21-40 
PR00424E 15.73 6.211e-14 74-87 
PR00424F 8.50 9.156e-12 119-129 


1195 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 3.864e-15 78-104 
BL00237D 11.23 1.346e-ll 129-145 


1197 


BL00237 


G-protein coupled receptors proteins. 


BL00237A 27.68 3.455e-14 95-134 


1197 


PR00237 


RHODOPSDSf-LIKE GPCR SUPERFAMILY 
SIGNATURE 


PR00237C 15.69 1.257e-10 109-131 
PR00237E 13.03 9.100e-10 204-227 


1197 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 9.581e-18 64-85 
PR00245C 7.84 4.780e-13 243-258 
PR00245E 12.40 6.741e-09 296-310 
PR00245B 10.38 8.163e-09 182-196 


1197 


PR00534 


MELANOCORTIN RECEPTOR FAMILY 
SIGNATURE 


PR00534A 11.49 9.229e-09 56-68 


1198 


PR00505 


D12 CLASS N6 ADENINE-SPECIFIC DNA 
METHYLTRANSFERASE SIGNATURE 


PR00505A 14.15 4.857e-13 30-46 
PR00505B 11.49 1.621e-12 51-65 


1199 


PR00179 


LIPOCALIN SIGNATURE 


PR00179B 9.56 2.071e~09 111-123 
PR00179C 19.02 9.455e-09 138-153 


1200 


PF00152 


tRNA synthetases class II. 


PF00152D 21.30 8.364e-28 431-469 
PF00152C 28.03 9.250e-21 220-256 
PF00152B 15.67 2.658e-13 159-183 
PF00152A 19.68 5.714e-ll 44-66 


1202 


BL00504 


Fumarate reductase / succinate dehydrogenase 
FAD-binding site proteins. 


BL00504D 10.43 5.390e-17 31-48 


1203 


BL00720 


Guanine-nucleotide dissociation stimulators 
CDC25 family sign. 


BL00720B 16.57 5.065e-17 309-332 


1204 


PF00013 


KH domain proteins family of RNA binding 
proteins. 


PF00013 5.78 4.150e-09 112-123 


1206 


DM00893 


YRUVATE DEHYDROGENASE 
(LEPOAMIDE) BETA CHAIN. 


DM00893 A 19.01 1.000e-40 47-93 
DM00893E 29.52 1.000e-40 234-287 
DM00893C 20.28 2.452e-40 143-184 
DM00893B 27.53 3.483e-31 105-142 
DM00893D 23.36 1.545e-26 197-230 
DM00893F 21.02 6.897e-21 292-316 


1907 




C ALSEOUESTRIN SIGNATURE 


PR00312E 8 32 3 423e-36 163-192 
PR003121 15.78 5.286e-35 32«54 
PR00312F 15.06 5.865e-35 193-222 
PR00312H 13.31 8.313e-35 257-284 
PR00312J 13.73 5.688e-34 357-385 
PR00312D 9.43 2.636e-33 122-151 
PR00312C 15.14 8.839e-33 86-115 
PR00312B 15.08 8.941e-33 56-85 
PR00312G 11.11 6.657e-32 224-251 
PR00312A 1 1.70 6.914e-27 29-52 


1207 


BL00863 


Calsequestrin proteins. 


BL00863G 12.17 1.000e-40 192-233 
BL00863H 14.03 1.000e-40 240-276 
BL00863J 10.84 1.000e-40 304-341 
BL00863A 15.14 7.387e-40 28-64 
BL00863B 12.89 4.300e-32 65-92 
BL00863F 11.27 3.172e-31 161-187 
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BL008631 10.28 6.786e-31 277-303 
BL00863E 8.49 1.462e-28 135-160 
BL00863C 13.93 7.387e-24 93-1 14 
BL00863D 11.58 5.629e-19 115-132 


1209 


BL00781 


Phosphoenolpyruvate carboxylase proteins 1. 


BL00781C 12.88 7.031e-09 233-287 


1209 


PR00985 


LEUCYL-TRNA SYNTHETASE 
SIGNATURE 


PR00985A 12.10 7.716e-09 515-532 


1209 


PR00563 


BETA-3 ADRENERGIC RECEPTOR 
SIGNATURE 


PR00563E 7.48 8.768e-09 782-800 


1210 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290A 20.89 1.818e-ll 158-180 


1213 




PaHhfrinQ extracellular rerieat nroteins 
domain proteins. 


BL00232B 32.79 2.125e-26 227-274 
BL00232B 32.79 8.521e-15 440-487 
BL00232B 32.79 1.346e-13 118-165 
BL00232B 32.79 5.500e-13 335-382 
BL00232C 10.65 7.923e-10 333-350 
BL00232C 10.65 9.308e- 10 438-455 
BL00232C 10.65 9. 827e- 10 225-242 


1213 


PR00205 


CADHERIN SIGNATURE 


PR00205B 11.39 3. 945e- 10 438-455 
PR00205B 11.39 2.220e-09 333-350 
PR00205B 11.39 9.542e-09 548-565 


1214 


PR00626 


CALRETTCULIN SIGNATURE 


PR00626D 8.30 8.071e~30 242-264 
PR00626E 11.30 7.632e-24 280-299 
PR00626B 14.12 2.200e-20 126-142 
PR00626E 11.30 3.676e-19 266-285 
PR00626A 14.35 1.500e-18 100-118 
PR00626C 9.70 9.100e-18 215-228 
PR00626C 9.70 7.882e-14 232-245 
PR00626D 8.30 8.017e-13 256-278 
PR00626D 8.30 6.520e-09 208-230 


1214 


BL00803 


Calreticulin family proteins. 


BL00803G 14.33 1.000e-40 258-302 
BL00803F 10.95 2.000e-37 225-255 
BL00803E 16.55 2.588e-31 166-196 
BL00803C 11.13 6.063e-26 91-113 
BL00803F 10.95 7.268e-22 208-238 
BL00803G 14.33 1.127e- 19 244-288 
BL00803B 17.08 8.714e-18 63-81 
BL00803D 16.08 1.000e-15 128-138 
BL00803G 14.33 3.962e- 15 272-316 
BL00803A 14.83 2.688e-14 35-48 
BL00803F 10.95 2.179e-ll 191-221 
BL00803F 10.95 9.51 6e-09 242-272 


1215 


PF00711 


Beta defensins. 


PF00711 15.76 7.915e-l 145-77 


1215 


PD00866 


GLYCOPROTEIN PROTEIN SPIKE E2 
PRECURSOR PEPLOMER. 


PD00866L 3.73 7.709e-10 59-68 


1215 


1 PR00858 


CRUSTACEAN METALLOTHIONEIN 
SIGNATURE 


PR00858B 5.93 1.479e-09 40-58 


1215 


BL00317 


WAP-type Tour-disulfide core' domain 
proteins. 


BL00317B 14.58 2.216e-09 48-69 


1215 


BL00264 


Neurohypophysial hormones proteins. 


BL00264 8.98 5.642e-09 79-105 


1215 


DM01724 


kw ALLERGEN POLLEN ChMl HOL-LI. 


DM01724 8.14 7.968e-12 16-35 
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DM01724 8.14 1.409e-ll 20-39 








DM01724 8.14 1.507e-10 4-23 








DM01724 8.14 6.684e-09 12-31 


1215 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL002431 31.77 2.000e-ll 42-84 
BL002431 31.77 1.265e-10 54-96 






BL002431 31.77 1.254e-09 45-87 
BL002431 31.77 8.225e-09 58-100 


1215 


BL00203 


Vertebrate metallothioneins nroteins 


BL00203 13 94 2 862e~12 32-77 
BL00203 13.94 3.690e-12 39-84 
BL00203 13.94 4.758e-ll 35-80 
BL00203 13.94 3.663e-09 42-87 
BL00203 13.94 5.592e-09 50-95 
BL00203 13.94 6.235e-09 36-81 
BL00203 13.94 6.786e-09 40-85 
BL00203 13.94 9.357e-09 60-105 


1218 


PR00946 


MERCURY SCAVENGER PROTEIN 
SIGNATURE 


PR00946A 5.58 6.516e-10 6-24 


1220 


DM01071 


OPACITY PROTEIN. 


DM01071A 1.92 8.990e-09 5-20 


1221 


BL00884 


Osteopontin proteins. 


BL00884C 22.45 1.000e-40 119-160 
BL00884B 12 47 4 673e-33 24-67 
BL00884A 11.35 8.615e-32 1-30 
BL00884D 8.79 4.857e-19 248-264 


1221 


PR00216 


OSTEOPONTIN SIGNATURE 


PR00216A 10.94 5.000e-35 2-31 
PR0021 6C 9 63 1 391e-32 41-66 
PR00216G 12.39 9.550e-31 231-256 
PR00216F 11.79 3.700e-23 152-170 
PR00216E 8.44 3.250e-19 120-134 
PR00216D 2.74 1.200e-18 88-102 
PR00216D 2.74 2.209e-12 82-96 


1222 


BL00284 


Serpins proteins. 


BL00284C 28.56 6.538e-29 225-266 
BL00284A 15.64 3.739e-18 107-130 
BL00284D 16.34 3.793e-17 332-358 
BL00284E 19.15 2.909e- 15 419-443 


1223 


PD02327 


GLYCOPROTEIN ANTIGEN PRECURSOR 
IMMUNOGLO. 


PD02327B 19.84 8.941e-23 143-164 
PD02327A8.89 1.000e-13 115-126 
PD02327C 15.47 5.500e-13 209-223 


1225 


PR00418 


DNA TOPOISOMERASE II SIGNATURE 


PR00418F 12.01 3.813e-20 470-486 
PR00418G 14.68 7.000e-19 488-505 
PR00418C 10.02 8.200e-18 100-114 
PR00418I 16.64 4.682e-17 550-566 
PR00418A 12.34 3.739e-16 20-35 
PR00418B 12.52 6.571e-15 57-70 
PR00418E 15.56 7.300e-15 397-411 
PR00418D 14.93 7.000e-14 252-265 
PR00418H 13.54 2.385e-12 508-520 


1225 


BL00177 


DNA topoisomerase II proteins. 


BL00177H 21.42 3.647e-39 471-506 
BL00177G 24.83 4.706e-36 417-455 
BL00177B 19.24 1.000e-35 79-114 
BL001771 21.82 2.200e-21 732-757 
BL00177F 12.98 2.500e-18 395-412 
BL00177D 14.66 9.59 le- 15 252-265 
BL00177E 12.43 7.000e-13 310-321 
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BL00177C 13.16 5.950e-12 155-166 



1225 
1225 



BL01190 



Ribosomal protein L36e proteins. 



BL01190B 16.17 6.929e-10 1140-1194 



PF00521 



DNA gyrase/topoisomerase IV, subunit A. 



PF00521D 9.77 9.591e-09 788-811 



BL00455 1331 6.684e-13 248-263 
PR00154A 8.88 7.375e- 10 241-252 



1226 



BL00455 



Putative AMP -binding domain proteins. 



1226 



PR00154 



AMP-BINDING SIGNATURE 



1228 



PR00007 



COMPLEMENT C1Q DOMAIN 
SIGNATURE 



PR00007B 14.16 7.698e-13 116-135 
PR00007D 9.64 9.654e-ll 193-203 
PR00007A 19.33 2.552e-10 89-115 
PR00007C 15.60 3.656e-10 163-184 



1228 



BL01113 



Clq domain proteins. 



BL01113B 18.26 1.563e-20 95-130 
BL01113D 7.47 9.308e-12 195-204 
BL01113C 13.18 4.750e-10 163-182 



1230 



PD00078 



REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 



PD00078B 13.14 1.000e-ll 378-390 
PD00078B 13.14 4.500e-ll 495-507 
PD00078B 13.14 8.200e-10 897-909 
PD00078B 13.14 4.522e-09 528-540 



1230 



PR00665 



OXYTOCIN RECEPTOR SIGNATURE 



PR00665E 5.60 5.390e-09 756-769 



1230 



PF00791 



Domain present in ZO- 1 and Unc5-like netrin 
receptors. 



PF00791B 28.49 1.890e-13 186-240 
PF00791B 28.49 3.368e-12 469-523 
PF00791B 28.49 2.273e-ll 219-273 
PF00791B 28.49 2.922e-10 352-406 
PF00791B 28.49 3.534e-10 904-958 
PF00791C 20.98 5.361e-10 366-404 
PF00791B 28.49 8.427e-10 12-66 
PF00791B 28.49 8.951e-10 734-788 
PF00791B 28.49 2.156e-09 153-207 
PF00791B 28.49 7.028e-09 563-617 



1230 



PF00023 



Auk repeat proteins. 



PFO0O23A 
PF00023A 
PF00023B 
PF00023A 
PF00023B 
PF00023A 
PF00023B 
PF00023A 
PF00023B 
PF00023A 
PF00023B 
PF00023B 
PF00023A 



16.03 1.600e-13 
16.03 2.500e-12 
14.20 5.154e-ll 
16.03 7.750e-10 
14.20 8.000e-10 
16.03 1.321e-09 
14.20 1.409e-09 
16.03 2.607e-09 
14.20 4.273e-09 
16.03 4.536e-09 
14.20 5.500e-09 
14.20 7.545e-09 
16.03 1.000e-08 



219-234 

252-267 

498-507 

631-646 

900-909 

186-201 

381-390 

698-713 

465-474 

1007-1022 

281-290 

531-540 

800-815 



1231 



BL00400 



LBP / BPI / CETP family proteins. 



BL00400C 24.53 
BL00400D 23.26 
BL00400A 21.59 



6.029e-17 210-253 
2.080e-14 274-310 
1.600e-10 27-58 



1232 



BL00400 



LBP / BPI / CETP family proteins. 



BL00400C 24.53 
BL00400D 23.26 
BL00400A 21.59 



6.029e-17 210-253 
2.080e- 14 274-310 
1.600e-10 27-58 



1233 



BL00400 



LBP / BPI / CETP family proteins. 



BL00400C 24.53 
BL00400D 23.26 
BL00400A 21.59 



6.029e-17 210-253 
2.080e-14 274-310 
1.600e-10 27-58 



1237 



BL00240 



Receptor tyrosine kinase class HI proteins. 



BL00240B 24.70 9.809e-09 132-155 



1247 



BL01248 



Larninin-type EGF-like (LE) domain proteins. 



BL01248 11.02 1.340e-09 289-301 
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PR00764 



COMPLEMENT C9 SIGNATURE 



PR00764F 16.89 6.610e-09 237-257 



1247 



BL00812 



Glycosyl hydrolases family 8 proteins. 



BL00812B 13.49 6.667e-09 917-931 



1247 



PR00011 



TYPE m EGF-LIKE SIGNATURE 



PR00011B 
PR00011B 
PR00011D 
PR00011D 
PR00011D 
PR00011B 
PR00011B 
PR00011A 
PR00011B 
PR00011B 
PR00011D 
PR00011B 
PR00011A 
PR00011B 
PR00011D 
PRO0O11D 
PR00011B 
PRO0011A 
PRO0011D 
PR00011D 
PR00011A 
PR00011A 
PROOOllD 
PR00011D 
PROOOllD 
PROOOUB 
PRO0O11B 
PROOOUB 
PROOOllD 
PROOOUB 
PROOOUB 
PROOOllD 
PR00011A 
PROOOllD 
PR00011A 
PR00011A 
PROOOllD 
PROOOllD 
PROOOUB 
PR00011A 
PR00011A 
PROOOUB 
PR00011A 
PR00011A 
PR00011A 
PR00011A 



13.08 9.386e-17 
13.08 8.875e-16 
14.03 5.800e-15 
14.03 8.000e-15 
14.03 3.388e-14 
13.08 7.833e-14 
13.08 9.000e-14 
14.06 9.345e-14 
13.08 5.119e-13 
13.08 5.576e-13 
14.03 6.943e-13 
13.08 7.102e-13 
14.06 9.237e-13 
13.08 9.542e-13 
14.03 9.830e-13 
14.03 3.211e-12 
13.08 4.339e-12 
14.06 6.516e-12 
14.03 6.842e-12 
14.03 7.158e-12 
14.06 8.548e-12 
14.06 1.554e-ll 
14.03 2.770e-ll 
14.03 3.213e-ll 
14.03 3.361e-ll 
13.08 4.877e-ll 
13.08 6.400e-ll 
13.08 6.815e-ll 
14.03 7.049e-ll 
13.08 8.062e-ll 
13.08 2.174e-10 
14.03 2.523e-10 
14.06 3.348e- 10 
14.03 4.462e-10 
14.06 5.304e-10 
14.06 8.304e-10 
14.03 8.892e-10 
14.03 1.913e-09 
13.08 2.356e-09 
14.06 2.726e-09 
14.06 2.849e-09 
13.08 5.685e-09 
14.06 5.808e-09 
14.06 6.055e-09 
14.06 6.425e-09 
14.06 6.671e-09 



767-785 
289-307 
550-568 
767-785 
289-307 
160-178 
550-568 
289-307 
203-221 
421-439 
421-439 
638-656 
203-221 
378-396 
638-656 
378-396 
810-828 
378-396 
810-828 
160-178 
421-439 
550-568 
593-611 
507-525 
203-221 
246-264 
332-350 
593-611 
332-350 
724-742 
507-525 
464-482 
767-785 
724-742 
810-828 
638-656 
246-264 
681-699 
464-482 
160-178 
246-264 
681-699 
681-699 
724-742 
464-482 
507-525 



1247 



DM00758 



AGRIN. 



DM00758 13.12 7.485e-09 197-212 
DM00758 13.12 8.412e-09 240-255 



1247 



PR00173 



GLUTAMATE- ASPARTATE 
SYMPORTER SIGNATURE 



PR00173F 10.44 8.820e-09 859-878 
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1247 


BL00022 


EGF-like domain proteins. 


BL00022B 7.54 3.250e- 10 210-216 
BL00022A 7.48 9.000e-09 283-289 


1247 


BL00243 


Integrins beta chain cysteine-rich domain 
proteins. 


BL00243H 17.53 4.671e-09 284-309 
BL00243H 17.53 7.750e-09 327-352 
BL00243H 17.53 8.816e-09 198-223 
BL00243H 17.53 9.053e-09 241-266 


1254 


BL00247 


HBGF/FGF family proteins. 


BL00247B 31.59 3.077e-35 82-128 
BL00247C 21.54 8.333e-22 137-164 


1254 


PR00262 


IL1/HBGF FAMILY SIGNATURE 


PR00262A 28.26 8.588e-ll 77-104 


1254 


PR00263 


HEPARIN BINDING GROWTH FACTOR 
FAMILY SIGNATURE 


PR00263D 12.89 5.078e-ll 106-125 
PR00263C 9.90 7.188e-10 90-102 


1260 


PR00345 


STATHMIN FAMILY SIGNATURE 


PR00345B 7.12 1.371e-ll 207-235 


1260 


BL00563 


Stathrnin family proteins. 


BL00563B 6.08 6.021e-ll 213-239 


1260 


PF00780 


Domain found in NIK 1 -like kinases, mouse 
citron and yeast ROM. 


PF00780A 10.77 7.857e~10 68-76 


1260 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 1.235e-09 161-209 


1260 


PR00194 


TROPOMYOSIN SIGNATURE 


PR00194C 6.38 9.703e-09 120-148 


1261 


BL00284 


Serpins proteins. 


BL00284C 28.56 7.000e-17 212-253 
BL00284D 16.34 1.692e-13 324-350 
BL00284A 15.64 1.200e-ll 49-72 


1262 


BL00873 


Sodium:alanine symporter family proteins. 


BL00873B 20.93 9.029e-10 2-53 


1263 


BL01020 


SARI family proteins. 


BL01020C 15.35 3.506e-20 83-133 
BL01020A 11.87 3.821e-19 7-37 
BL01020B 11.70 5.393e-15 41-75 


1263 


PR00328 


GTP-BINDING SARI PROTEIN 
SIGNATURE 


PR00328B 9.04 2.1 12e-12 55-79 
PR00328A 10.62 4.857e-12 27-50 


IZOJ 




<5PFRACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C 9.05 1.257e-12 62-72 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.41 8e- 10 229-245 
PR00258D 14.41 5.034e-10 294-308 
PR00258E 13.33 2.500e-09 215-227 
PR00258A 11.46 3.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1265 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.000e-40 478-532 
BL00420B 22.67 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 11.90 8.625e-09 216-226 
BL00420C 11.90 9.000e-09 563-573 


1266 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 2.800e-14 493-504 
PR00258C9.05 1.257e-12 62-72 
PR00258C 9.05 7.171e-12 508-518 
PR00258D 14.41 8.500e-12 539-553 
PR00258D 14.41 8.875e-12 93-107 
PR00258A 11.46 3.418e-10 229-245 
PR00258D 14.41 5.034e-10 294-308 
PR00258E 13.33 2.500e-09 215-227 
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PR00258A 11.46 3.000e-09 133-149 
PR00258C 9.05 7.000e-09 163-173 


1266 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 1.000e-40 478-532 
BL00420B 22.67- 7.689e-25 233-287 
BL00420B 22.67 6.625e-18 32-86 
BL00420B 22.67 8.863e-15 133-187 
BL00420B 22.67 5.585e-12 361-415 
BL00420C 11.90 8.625e-09 216-226 
BL00420C 11.90 9.000e-09 563-573 


1272 


PR00170 


SODIUM CHANNEL SIGNATURE 


PR00170E 6.48 8.533e-09 34-63 


1273 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 5.500e-21 214-244 


1273 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109B 12.27 9.294e-12 214-232 


1273 


BL00239 


Receptor tyrosine kinase class II proteins. 


BL00239B 25.15 2.935e-09 149-196 


1273 


BL00240 


Receptor tyrosine kinase class HI proteins. 


BL00240E 11.56 1.000e-08 200-237 


1275 


BL00427 


Disintegrins proteins. 


BL00427 13.93 7.592e-26 460-514 


1275 


PR00138 


MATRDON SIGNATURE 


PR00138D 16.56 5.101e-ll 359-384 


1275 


BL00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 7.545e-ll 359-369 


1275 


PR00289 


DISINTEGRIN SIGNATURE 


PR00289A 13.62 2.500e-14 474-493 
PR00289B 1 1.79 4.226e-10 503-515 


1275 


PR00480 


ASTACIN FAMILY SIGNATURE 


PR00480B 15.41 8.909e- 10 354-372 


1275 


PR00907 


THROMBOMODULIN SIGNATURE 


PR00907E 11.70 3.647e-09 672-694 


1275 


BL00546 


Matrixins cysteine switch. 


BL00546C 16.41 4.255e-09 353-384 






TTpinonexin domain oroteins 

1 XLrlllU L/v Alii Uvll ItmA pivm 1 liJ . 


BL00024D 17.28 5.596e-09 353-384 


1277 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 1.600e-13 345-360 
PF00023B 14.20 6.3 18e-09 302-31 1 
PF00023A 16.03 6.464e-09 306-321 


LZ, / O 


RT 00142 


Neutral zinc metallopeptidases, zinc-binding 
region proteins. 


BL00142 8.38 1.857e-09 412-422 


1278 


PR00756 


MEMBRANE ALANYL DIPEPTIDASE 
(Ml) FAMILY SIGNATURE 


PR00756A 12.90 5.091e-17 245-260 
PR00756D 10.58 8.258e-17 412-427 
PR00756B 14.06 7.333e-14 297-312 
PR00756E 11.91 3.769e-09 431-443 


1279 


DM01688 


2 POLY-IG RECEPTOR. 


DM01688K 17.19 8.640e-ll 78-116 
DM01688G 16.45 5.680e-09 76-107 


1288 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 8.043e-10 164-177 
PR00019B 11.367.120e-09 136-149 


1288 


BL00240 


Receptor tyrosine kinase class III proteins. 


BL00240B 24.70 7.319e-09 319-342 


1290 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019A 11.19 3.400e-12 86-99 
PR00019B 11.36 9.357e-12 83-96 
PR00019A 11.19 4.333e-09 111-124 


1295 


BL01113 


Clq domain proteins. 


BL01113C 13.18 9.617e-13 159-178 
BL01113D7.47 2.174e-ll 191-200 
BL01113B 18.26 7.658e- 11 91-126 
BL01113A 17.99 3.106e-10 22-48 


1295 


PR00007 


COMPLEMENT C1Q DOMAIN 
SIGNATURE 


PR00007B 14.16 9.769e-14 112-131 
PR00007C 15.60 5.688e-13 159-180 
PR00007D 9.64 1.419e-09 189-199 
PR00007A 19.33 4.429e-09 86-112 


1295 


PR00513 


5-HYDROXYTRYPTAMINE IB 


PR00513D 1 1.06 8.085e-09 50-67 
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RECEPTOR SIGNATURE 




1296 


PR00665 


OXYTOCIN RECEPTOR SIGNATURE 


PR00665D 9.93 9.012e-ll 108-124 


1296 


BL00896 


LacY family proton/sugar symporters 
proteins. 


BL00896A 14.92 2.552e-09 300-332 


1296 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMELY 
SIGNATURE 


PR00237F 13.57 8.667e-12 269-293 
PR00237G 19.63 7.395e-10 314-340 
PR00237A 11.48 8.333e-10 34-58 
PR00237B 13.50 4.250e-09 68-89 


1296 


BL00237 


G-protein coupled receptors proteins. 


BL00237C 13.19 4.414e-12 264-290 
BL00237D 11.23 9.727e-09 324-340 


1297 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019C 14.66 6.250e-28 285-320 
BL00019D 15.33 2.309e-15 348-377 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12.56 2.286e-12 215-225 


1297 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 991-1019 
PF00435B 13.41 9.609e-ll 1496-1511 
PF00435C 20.73 3.571e-09 2006-2025 


1297 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9.45 6.870e-09 1259-1268 


1297 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 2110-2158 


1297 


BL0Q226 


Intermediate filaments proteins. 


BL00226B 23.86 5.605e-09 1734-1781 
BL00226B 23.86 9.895e-09 2042-2089 


1298 


BL00019 


Actinin-type actin-binding domain proteins. 


BL00019C 14.66 6.250e-28 297-332 
BL00019D 15.33 2.309e-15 360-389 
BL00019B 13.34 2.976e-13 240-262 
BL00019A 12.56 2.286e-12 215-225 


1298 


PF00435 


Spectrin repeat proteins. 


PF00435A 32.05 2.000e-14 1003-1031 
PF00435B 13.41 9.609e-ll 1508-1523 
PF00435C 20.73 3.571e-09 2018-2037 


1298 


DM00588 


8 kw CH02 ALPHA ANTIGEN 
PARAMYOSIN. 


DM00588B 9.45 6.870e-09 1271-1280 


1298 


BL00326 


Tropomyosins proteins. 


BL00326B 7.68 9.296e-09 2122-2170 


1298 


BL00226 


Intermediate filaments proteins. 


BL00226B 23.86 5.605e-09 1746-1793 
BL00226B 23.86 9.895e-09 2054-2101 


1304 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 125-142 


1305 


PR00700 


PROTEIN TYROSINE PHOSPHATASE 
SIGNATURE 


PR00700C 13.17 8.535e-09 240-257 


1306 


PD02929 


ADHESION GLYCOPROTEIN 
PRECURSOR I. 


PD02929A 28.27 4.433e-10 207-260 


1306 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 9.21 le-10 428-446 
PR00020C 13.66 3.340e-09 509-520 


1306 


BL00740 


MAM domain proteins. 


BL00740B 19.76 4.682e-10 578-598 
BL00740A 13.87 5.5 8 8e-09 430-442 


1308 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 724-766 
BL00072D 30.08 7.136e-10 635-685 


1309 


BL00072 


Acyl-CoA dehydrogenases proteins. 


BL00072E 24.12 5.014e-12 706-748 
BL00072D 30.08 7.136e-10 617-667 


1311 


PR00215 


NEUROMODULIN SIGNATURE 


PR00215C 13.98 6.779e- 10 743-763 


1311 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412B 10.60 1.681e-09 735-771 


1311 


PF00992 


Troponin. 


PF00992A 16.67 9.746e-10 609-643 
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PF00992A 16.67 5.145e-09 613-647 
PF00992A 16.67 7.395e-09 615-649 
PF00992A 16.67 1.000e-08 608-642 


1314 


PF00632 


HECT-domain (ubiquitin- transferase). 


PF00632C 20.66 1.000e-29 2270-2301 
PF00632B 18.45 2.800e-21 2215-2242 


1314 


PF00624 


Flocculin repeat proteins. 


PF00624J 6.21 7.000e-09 1424-1478 


1314 


BL00412 


Neuromodulin (GAP-43) proteins. 


BL00412D 16.54 9.022e- 10 350-400 
BL00412D 16.54 1.5 5 le-09 342-392 
BL00412D 16.54 7.429e-09 349-399 
BL00412D 16.54 8.53 le-09 328-378 


1314 


DM00191 


w SPAC8A4.04C RESISTANCE 
SPAC8A4.05C DAUNORUBICIN. 


DM00191D 13.94 6.635e-09 1410-1448 
DM00191D 13.94 9.374e-09 1404-1442 


ion 
1317 


TYK Af\f\ 1 "70 

DJVLUU1 /y 


w 1TTM A CE AT PTJ A A "HTTP ^ TOM T PFT T 


DM0017Q 13 97 5 263e-10 107-116 


1321 


PR00019 


LEUCINE-RICH REPEAT SIGNATURE 


PR00019B 11.36 4.000e-ll 335-348 
PR00019B 11 36 1 450e-10 193-206 
PR00019B 11.36 3.250e-10 167-180 
PR00019A 11.19 4. 130e- 10 338-351 
PR00019A 1 1.19 4.522e-10 480-493 
PR00019B 11.36 7.300e-10 309-322 
PR00019B 11.36 1.720e-09 569-582 
PR00019B 1 1.36 3.880e-09 477-490 
PR00019A 11.19 5.667e-09 170-183 


1321 


DM01551 


kw OSTEOINDUCTIVE YOPM 
MEMBRANE OUTER. 


DM01 55 1C 14.62 6.280e-09 568-587 
DM01551C 14.62 8.320e-09 355-374 


1322 


BL00290 


Immunoglobulins and major 
histocompatibility complex proteins. 


BL00290B 13.17 9.250e-09 317-334 


1324 


PD01719 


PRECURSOR GLYCOPROTEIN SIGNAL 

KJl. 


PD01719A 12.89 1.740e-ll 36-63 


1328 


BL00420 


Speract receptor repeat proteins domain 
proteins. 


BL00420B 22.67 4.696e-38 15-69 
BL00420B 22.67 6.949e-36 189-243 
BL00420B 22.67 1.300e-35 301-355 
BL00420B 22.67 4.358e-30 639-693 
BL00420B 22.67 1.863e-26 406-460 
BL00420C 11.90 1.360e-13 100-110 
BL00420C 11.90 6.797e-ll 274-284 
BL00420C 11.90 8.322e-ll 492-502 
BL00420C 11.90 1.545e- 10 386-396 


1328 


PR00258 


SPERACT RECEPTOR SIGNATURE 


PR00258B 9.63 7.188e-15 654-665 
PR00258B 9.63 8.875e-15 30-41 
PR00258B 9.63 8.875e-15 204-215 
PR00258B 9.63 6.400e-14 316-327 
PR00258B 9.63 3.543e-13 421-432 
PR00258E 13.33 7.811e-13 99-111 
PR00258D 14.41 7.500e-ll 468-482 
PR00258E 13.33 9.625e-ll 273-285 
PR00258D 14.41 2.552e-10 700-714 
PR00258E 13.33 3. OOOe- 10 491-503 
PR00258A 11.46 8.791e-10 635-651 
PR00258C 9.05 1.000e-09 45-55 
PR00258A 11.46 2.375e-09 185-201 
PR00258A 11.46 6.500e-09 11-27 
PR00258A 11.46 6.500e-09 297-313 
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PR00258E 13.33 7.450e-09 385-397 
PR00258C 9 05 8 500e-09 436-446 
PR00258A 1 1.46 9.625e-09 402-418 


1329 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFBST. 


PD01270A 17.22 7.500e-15 21-60 
PD01270B 22.18 6.288e-13 72-108 
PD01270C 19.54 7.608e-09 114-142 


1333 


BL00246 


Wnt-1 family proteins. 


BL00246D 23.97 1.000e-40 202-254 
BL00246E 20.32 8.636e-35 319-364 
BL00246B 13.69 6.806e-29 101-135 
BL00246C 15.56 9.036e-22 167-191 
BL00246A 15.75 6.870e-21 68-87 


1335 


PR00245 


OLFACTORY RECEPTOR SIGNATURE 


PR00245A 18.03 7.300e-19 26-47 


1337 


BL00476 


Fatty acid desaturases family 1 proteins. 


BL00476C 13.87 1.000e-40 80-132 
BL00476E 12.10 L000e-40 231-283 
BL00476D 11 28 2 125e-30 171-221 
BL00476B 18.34 4.494e-16 36-79 
BL00476F 12 75 6 333e-16 285-329 


1337 


PR00075 


FATTY ACID DESATURASE FAMILY 1 
SIGNATURE 


PR00075D 11.41 3.538e~33 131-160 
PR00075C 10 31 3 813e-20 94-114 
PR00075G 8.85 2.047e-19 268-282 
PR00075E 12.60 7.585e-16 192-210 
PR00075F 16.07 6.952e-15 225-246 
PR00075A 16 97 4 429e-14 47-67 
PR00075B 12.16 7.047e-ll 71-93 


1339 


PD00301 


PROTEIN REPEAT MUSCLE CALCIUM- 
BI. 


PD00301A 10.24 6.400e-09 55-65 








BL00422C 16 18 6 647e-09 44-71 
BL00422C 16.18 8.235e-09 45-72 


1 DDzf 




Amvlrvir?riOf»nip crlvrrmrntpiTi PYtrnf*f*11ii1flT 

domain nroteins 


BL00319C 17 12 5 836e-ll 48-81 
BL00319C 17.12 5.974e-09 47-80 
BL00319C 17.12 8.342e-09 44-77 
BL00319C 17.12 9.053e-O9 45-78 


1340 


BL00406 


Actins Droteins 


BL00406C 6.75 4.286e-20 137-191 
BL00406B 5.47 8.130e-14 78-132 
BL00406D 12.58 3.734e-13 267-321 
BL00406A 9.95 1.290e-12 5-39 


1340 


PR00190 


ACTIN SIGNATURE 


PR00190F7.804.803e-12 135-154 
PR00190C 1 1.49 1 .878e-09 57-79 


1341 


BL00048 


Protamine PI proteins. 


BL00048 6.39 3.588e-09 4-30 


1343 


BL00790 


Receptor tyrosine kinase class V proteins. 


BL007901 20.01 9.520e-ll 555-585 


1343 


PR00014 


FIBRONECTTN TYPE IE REPEAT 
SIGNATURE 


PR00014C 15.44 2.565e-09 544-562 


1344 


PR00020 


MAM DOMAIN SIGNATURE 


PR00020A 18.17 5.776e-12 759-777 
PR00020C 13.66 6.932e-10 832-843 


1344 


PD01270 


RECEPTOR FC IMMUNOGLOBULIN 
AFFIN. 


PD01270D 24.66 5.378e-09 292-327 


1344 


BL00740 


MAM domain proteins. 


BL00740A 13.87 8.313e-12 761-773 
BL00740B 19.76 8.500e-09 901-921 


1344 


PD02080 


T-CELL GLYCOPROTEIN CD8 CHAIN 
SURFACE ALPHA PRE. 


PD02080B 20.69 9.621e-09 538-576 


1344 


BL00240 


Receptor tyrosine kinase class IE proteins. 


BL00240B 24.70 9.809e-09 155-178 
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1345 


BL00282 


Kazal serine protease inhibitors family 
proteins. 


BL00282 16.88 6.577e-10 127-149 


1345 


BL00222 


Insulin- like growth factor binding proteins. 


BL00222B 11.09 6.940e-10 74-89 


1345 


BL00621 


Tissue factor proteins. 


BL00621A 8.69 6.473e-09 5-22 


1346 


PR00326 


GTP1/OBG GIT-BINDING PROTEIN 
FAMILY SIGNATURE 


PR00326A8.75 1.386e~09 85-105 


1346 


PF00922 


Vesiculovirus phosphoprotein. 


PF00922A 19.17 1.724e-09 437-470 


1346 


PR00449 


TRANSFORMING PROTEIN P21 RAS 
SIGNATURE 


PR00449A 13.20 1.931e-09 83-104 


1346 


PR00905 


HYPOTHETICAL MYCOPLASMA 
LIPOPROTEIN (MG045) SIGNATURE 


PR00905H 6.88 5.886e-09 343-363 


1348 


PR00406 


CYTOCHROME B5 REDUCTASE 
SIGNATURE 


PR00406F 3.97 3.520e-10 158-166 


1348 


PR00014 


FIBRONECTIN TYPE m REPEAT 
SIGNATURE 


PR00014B 14.77 2.500e-09 848-858 


1348 


PD02870 


RECEPTOR INTERLEUKIN- 1 
PRECURSOR 


PD02870B 18.83 3.202e-09 480-512 


1348 


DM00179 


w KINASE ALPHA ADHESION T-CELL. 


DM00179 13.97 7.261e-09 205-214 


1348 


BL00240 


Receiptor tvrosine kinase class TTT oroteins 


BL00240B 24.70 8.277e-09 263-286 


1348 


PD02520 


RECEPTOR PRECURSOR 
TRANSMEMBRANE 


PD02520C 10.48 9.203e-09 881-897 


1349 


PR00698 


C.ELEGANS SRG FAMILY INTEGRAL 
MEMBRANE PROTEIN SIGNATURE 


PR00698E 14.43 8.714e-09 97-122 


1350 


BL00284 


Serpins proteins. 


BL00284C 28.56 5.714e-32 203-244 
BL00284D 16 34 9 640e-19 311-337 
BL00284A 15.64 1.783e-18 72-95 
BL00284B 17.99 3.045e-16 176-196 
BL00284E 19.15 6.250e-14 378-402 


1355 


PF00023 


Ank repeat proteins. 


PF00023A 16.03 7.000e-ll 69-84 
PF00023B 14.20 2.636e-09 131-140 


1355 


PD00078 


REPEAT PROTEIN ANK NUCLEAR 
ANKYR. 


PD00078B 13.14 2.957e-09 128-140 


1355 


PF00791 


Domain present in ZO- 1 and Unc5-like netrin 
receptors. 


PF00791B 28.49 9.587e-09 69-123 


1356 


BL00107 


Protein kinases ATP-binding region proteins. 


BL00107A 18.39 4.000e-10 339-369 


1356 


PR00109 


TYROSINE KINASE CATALYTIC 
DOMAIN SIGNATURE 


PR00109D 17.04 4.234e-09 403-425 
PR00109B 12.27 1.000e-08 339-357 


1358 


PR00237 


RHODOPSIN-LIKE GPCR SUPERFAMLLY 
SIGNATURE 


PR00237G 19.63 3.793e-13 41-67 


1358 


BL00237 


G-protein coupled receptors proteins. 


BL00237D 11.23 3.348e-12 51-67 


1359 


BL00178 


Aminoacyl- transfer RNA synthetases class-I 
proteins. 


BL00178B 7.11 3.700e-12 344-354 


1360 


PF00969 


Class II histocompatibility antigen, beta 
domain proteins. 


PF00969A 22.07 5.846e-29 12-54 
PF00969B 9.97 6.211e-25 56-91 
PF00969C 27.72 7.324e-16 95-144 | 


1361 


BL00520 


Interleukin-10 family proteins. 


BL00520A 6.21 6.471e-09 1-13 


1362 


BL00520 


Interleukin-10 family proteins. 


BL00520A 6.21 6.471e-09 1-13 


1365 


BL00253 


Interleukin-1 proteins. 


BL00253D 25.67 3.464e-ll 95-134 


1365 


PR00264 


INTERLEUKIN- 1 SIGNATURE 


PR00264C 17.77 3.294e-17 95-123 
PR00264B 20.98 6.250e-09 56-82 


1366 


BL01177 


Anaphylatoxin domain proteins. 


BL01177E 20.64 4.541e-13 791-817 
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1366 


BL00477 


Alpha-2-macroglobulin family thiolester 
region proteins. 


BL00477J 19.04 7.207e-29 1221-1251 
BL00477F 17.34 8.500e-25 786-815 

BL00477A 13.50 9.800e-23 122-150 
TU00477T 93 SI R R00p-22 1417-1449 
BL00477K 17.42 4.529e-14 1362-1385 
BL00477E 17 53 6 53 8e- 13 756-776 
BL00477B 9.05 6.625e-13 209-221 
BL004771 18 76 2 650e-12 1065-1091 
BL00477D 12.73 4.073e-12 730-739 
BL00477H 9.07 5.395e-12 1034-1045 
BL00477C 15.70 1. 16 le- 10 236-252 


1366 


BL00115 


Eukaryotic RNA polymerase II heptapeptide 
repeat proteins. 


BL00115V 21.32 5.745e-09 1402-1451 


1366 


BL00713 


Sodium: dicarboxyiate symporter family 
proteins. 


BL00713F 16.13 8.989e-09 917-958 


1368 


BL00983 


Ly-6 / u-PAR domain proteins. 


BL00983C 12.69 8.714e-16 90-105 
BL00983B 8.19 2.161e-10 23-32 


1368 


BL00272 


Snake toxins proteins. 


BL00272C 8.27 9.791e-09 94-105 



* Results include in order: accession number subtype; raw score; p-value; position of signature in amino 
acid sequence 
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685 


TT\T\ AA1 4 A A 

IPB001400 


Somatotropin hormone family 


IPB001400A 14.85 1.90e-13 35-58 


686 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 9.25e-24 79-115 
IPB001400A 14.85 4.33e-14 35-58 


686 


PR00836 


Somatotropin hormone family 
signature I 


PR00836A 15.53 L96e-ll 79-92 
PR00836B 17.50 9.31e-ll 101-119 
IPB001400C 13.76 6.28e-10 135-151 


688 


EPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 79-115 
IPB001400A 14.85 4.91e-16 35-58 


688 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 1.43e-15 101-119 
PR00836A 15.53 2.35e-13 79-92 
IPB001400C 13.76 4.72e-10 135-151 


689 


IPB000215 


Serpins 


IPB000215E 15.36 5.76e-17 373-397 
IPB000215A 13.01 3.42e-15 77-100 
IPB000215D 15.35 8.05e-ll 294-320 
IPB000215B 9.876.04e-10 162-174 
IPB000215C 13.90 7.97e-10 189-203 


690 


PR00390 


Phosphohpase C signature I 


TkT% AA1 A A A 1 A *"\ A £~ OA 1 A1 AAA 

PR00390A 14.24 o.34e-20 191-209 


690 


IPB002048 


EF-hand family 


IPB002048 7.91 3.84e-09 43-55 


691 


IPB000734 


Lipase 


IPB000734 10.25 8.50e-09 435-449 


693 


PR00573 


Interleukin 8B receptor signature III 


PR00573C 9.83 2.15e-09 38-46 


693 


PR00427 


Interleukin-8 receptor signature I 


PR00427A 15.48 4.46e-09 34-48 


694 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 4.09e-19 217-239 
IPB000407D 11.44 4.27e-15 248-261 
IPB000407A 11.93 1.62e-ll 101-112 
IPB000407B 8.75 2.70e-ll 175-186 
IPB000407G 17.95 2.80e-ll 460-474 
IPB000407F 16.53 8.54e-10 430-444 


695 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 3.20e-09 239-263 


695 


PRO 1 066 


P2Y4 purinoceptor signature II 


PR01066B 4.51 6.03e-09 111-126 


696 


IPB001304 


C-type lectin domain 


IPB001304A 17,98 3.00e-17 168-192 


696 


PR01408 


Macrophage scavenger receptor 
signature VI 


PR01408F 9.76 4.87e-09 83-107 


698 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15. II 3.30e-16 165-187 

TT»OAAAv4 A^r\ 11 A A A CA_ 1C 1 A^ AAA 

IPB000407D 11.44 9.59e-15 196-209 
IPB000407B 8.75 9.68e-12 123-134 
lrl3UUU4U/A 1 1.5/3 4.5Ue-lU 4o-5y 
rDtsnnA/fATT? K ^i i ^*7a ia inn 101 


*7aa 

700 


TDT) (\f\f\A 11 


z-Z Zinc linger 


TOX3(\C\f\A11 1 A 1 A A <fla 111 Q/1 OAA 


/[}[) 


t>D AA£AQ 


Class II cytochrome C signature I 


DP flAAAC A 1 0 T< Q A7o 1A112 1 A\ 
rKUUoU<SA Iz./D o.U/e-lU 1 10-141 


700 


IPB000102 


Neuraxin / MAP IB repeat 


IPB000102A 10.50 5.59e-09 1 16-144 


700 


IPB002989 


Mycobacterial pentapeptide repeats 


rnnnn^nonn 1 a oa c ~~i £ ~ aa i ia nr 

IPB002989B 10.80 5.76e-09 110-135 


700 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 7.14e-09 133-154 


700 


FK.UU450 


Ribosomal protein P2 signature V 


DOAA/IC/TD 1 AO 0 *ZA** AO 1T1 10*7 


700 


1PB001119 


S-layer protein (SLH domain) 


IPB001 1 19B 14.79 9.28e-09 1 15-127 
PR00456E 3.08 9.69e-09 122-136 1 


700 


IPB001005 


Myb DNA binding domain 


IPB001005A 11.39 9.71e-09 231-251 


701 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.00e-09 280-294 


701 | 


PR01217 


Proline rich extensin signature VIII 


PR01217H5.61 1.67e-09 309-321 


702 


IPB000345 


Cytochrome c family heme-binding 
site 


IPB000345 9.03 7.19&-09 107-119 


703 


IPB001251 


Cellular retinaldehyde-binding 
protein (CRAL)/Triple function 
domain (TRIO) 


IPB001251A 7.40 5.05e-12 38-49 
IPB001251B 14.78 7.14e-12 195-209 
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703 


PR00180 


Cellular retinaldehyde-binding 
protein signature I 


PR00180A 11.19 6.24e-ll 37-59 
PR00180D 13.13 1.92e-09 202-221 


704 


IPB002610 


Rhomboid family 


IPB002610C5.81 3. 8 le- 10 284-294 
IPB002610B 5.33 6.81e-09 225-235 


705 


PR01256 


Otxl transcription factor signature II 


PR01256B 5.92 5.97e-ll 221-233 
PR01256B 5.92 7.51e-ll 218-230 
PR01256B 5.92 2.35e-l0 219-23 1 
PR01256B 5.92 2.lle-09 220-232 
rKUi^Doo xyz z.jie-uy 
PR01256B 5.92 2.62e-09 217-229 


705 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541B 11,65 3.14e-09 223-232 
IPB001541B 11.65 3.14e-09 224-233 
IPB001541B 11.65 3. 14e-09 225-234 
IPB001541B 11.65 6. 57e-09 222-231 


705 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 9.04e-09 756-768 


706 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124D 21.85 2.50e-12 251-287 
IPB001124C 25.71 5.08e-ll 184-227 


707 


IPB002495 


Glycosyltransferase family 8 


IPB002495B 11.16 4.77e-09 273-283 


708 


IPB001781 


LIM domain 


IPB001781 11.42 8.77e-ll 31-41 


710 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442F 15.05 1.00e-40 1624-1667 
IPB001442C 14.98 4.82e-40 1537-1571 
IPB001442A 26.12 4.09e-39 1298-1350 
IPB001442A 26.12 5.40e-35 114-166 
IPB001442D 15.34 1.00e-34 1572-1603 
IPB001442A 26.12 7.11e-29 799-851 
IPB001442A 26.12 1.47e-28 781-833 
1PB001442A 26.12 3.48e-28 790-842 
IPB001442A 26.12 4.57e-28 814-866 


710 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 1.93e-27 1339-1392 
IPB000885B 19.15 2.24e-27 783-836 
IPB001442A 26.12 2.53e-27 683-735 
1PB001442A 26.12 3.59e-27 796-848 
IPB000885B 19.15 4.26e-27 780-833 
IPB001442A 26.12 4.81e-27 925-977 
IPB001442A 26.12 5. 


710 


1PB001073 


Complement Clq protein 


1PB00 1073 A 22.14 9.18e-19 1413-1447 
IPB000885A 1 1.46 9.29e-19 744-781 
IPB000885B 19.15 9.40e-19 1348-1401 
IPB000885B 19.15 9.40e-19 1412-1465 
IPB001442A 26.12 9.42e-19 538-590 
IPB001442A 26.12 9.42e-19 1304-1356 
IPB000885B 19 


710 


IPB000817 


Prion protein 


IPB000817A 8.34 7.23e- 10 777-819 
IPB000885A 11.46 7.26e-10 1064-1101 
IPB001442B 12.38 7,30e-10 735-755 
1PB001442B 12.38 7.30e-10 938-958 
IPB001442B 12.38 7.30e-10 962-982 
IPB001442A 26.12 7.36e-10 582-634 
IPB001073A 22.14 7.4 


710 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 1379-1423 
IPB000885B 19.15 4.11e-09 462-515 
IPB000885B 19.15 4.11e-09 1087-1140 
IPB001442B 12.38 4.28e-09 103-123 
IPB000885A 11.46 4.31e-09 612-649 
IPB000885B 19.15 4.35e-09 1213-1266 
IPB001442B 12.38 


710 


1PB003778 


DUF183 


1PB003778B 27.11 7.31e-09 302-344 
IPB001442B 12.38 7.32e-09 794-814 
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IPB001442A 26.12 7.34e-09 629-681 
IPB000885B 19.15 7.38e-09 598-651 
IPB001442A 26.12 7.42e-09 444-496 
IPB001073A 22.14 7.47e-09 975-1009 
IPB000885B 19.15 7.5 


710 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.76e-09 518-535 
IPB000817A 8.34 9.81e-09 309-351 
IPB000885B 19.15 9.84e-09 1451-1504 
IPB001442B 12.38 9.88e-09 302-322 
IPB000817A 8.34 9.91e-09 1026-1068 
IPB000885B 19.15 1.00e-08 658-711 


711 


PR00261 


Low density lipoprotein (LDL) 
receptor signature II 


PR00261B 15.12 4.13e-22 1101-1122 
PR00261C 18.72 2.87e-21 1015-1036 
PR00261B 15.12 4.46e-21 1015-1036 
PR00261E 18.62 5.74e-21 1144-1165 
PR00261B 15.12 1.32e-20 3523-3544 


711 


IPB000033 


"Low-density lipoprotein (Id!) 
receptor, YWTD repeat" 


IPB000033D 30.18 2.03e-20 2057-2095 
PR00261B 15.12 2.61e-20 892-913 
PR00261A 15.49 2.73e-20 1053-1074 
PR00261D 16.87 6.40e-20 892-913 
PR00261B 15.12 6.46e-20 1053-1074 
PR00261F 15.46 7.92e-20 892-913 
PR00261D 16.87 8.56e-20 3 


711 


IPB002172 


Low density lipoprotein (LDL)- 
receptor class A (LDLRA) domain 


IPB002172 7.37 1.00e-16 2818-2830 
PR00261F 15.46 2.10e-16 1185-1206 
PR00261D 16.87 2.15e-16 3721-3742 
PR00261A 15.49 2.38e-16 2729-2750 
PR00261D 16.87 2.38e-16 933-954 
PR00261E 18.62 2.97e-16 2729-2750 
PR00261F 15.46 3.41e-16 


711 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.14e-16 206-221 
PR00261C 18.72 7.57e-16 2729-2750 
PR00261A 15.49 7.92e-16 3562-3583 
PR00261F 15.46 8.02e-16 2729-2750 
PR00261C 18.72 8.30e-l 6 3600-3621 
IPB000033A 21.82 8.33e-16 2731-2753 
PR00261B 15.12 8.53e-16 933-954 
PR00261F 15.46 8.68e-16 3562-3583 
PR00261C 18.72 9.27e-16 80-101 
PR00261F 15.46 9.56e-16 3404-3425 
PR00261E 18.62 9.72e-16 3562-3583 
PR00261C 18.72 9.76e-l 6 2938-2959 
PR00261E 18.62 1.53e-15 3404-3425 
PR00261E 18.62 1.53e-15 3484-3505 
PR00261D 16.87 1.63e-15 3641-3662 
PR00261C 18.72 1.68e-15 3484-3505 
PR00261E 18.62 1.79e-15 3809-3830 
PR00261D 16.87 1.84e-15 3364-3385 
PR00261A 15.49 2.29e-15 2767-2788 
IPB002172 7.37 2.64e-15 89-101 
PR00261F 15.46 2.80e-15 2687-2708 
PR00261E 18.62 3.12e-15 3523-3544 
PR00261C 18.72 3.25e-15 3641-3662 


711 


PR00764 


Complement C9 signature II 


PR00764B 12.47 3.36e-15 1048-1068 
IPB002172 7.37 3.45e-15 1110-1122 
PR00261B 15.12 3.74e-15 3600-3621 
PR00261B 15.12 4.33e-15 2893-2914 
PR00261C 18.72 4.60e-15 2687-2708 
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IPB000033C 11.58 4.81e-15 3128-3142 
IPB000033D 30.18 5. 


711 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 9.89e-14 4240-4286 
IPB002172 7.37 l.OOe- 13 2902-2914 
rKUUzolbr lo.oZ l.OOe- 13 255o-25/y 
PR00261D 16.87 1.53e-13 1185-1206 
PR00261C 18.72 L96e-13 125-146 
PR00261F 15.46 2.19e-13 2558-2579 
IPB000033C 11.58 2.29e-13 1376-1390 
PR00261B 15.12 2.53e-13 2558-2579 
IPB002172 7.37 2.59e-13 1062-1074 
ijr\t>uuzi/z /.of z.jye-i.} zy4/-zyDy 
IPB002172 7.37 3.12e-13 2861-2873 
PR00764B 12.47 3.38e-13 3636-3656 
IPB002172 7.37 3.65e-13 3650-3662 


711 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 4.00e-13 206-217 
PR00261A 15.49 4.60e-13 1185-1206 
IPB000152 8.86 5.09e-13 3019-3034 
rKUUZolo Ij.IZ ->.Z!>e-l J 3444- J40D 
PR00261E 18.62 5.61e-13 125-146 
IPB002172 7.37 5.76e-13 2776-2788 
IPB002172 7.37 6.29e-13 


711 


PR00010 


Type II EGF-like signature IE 


PR00010C 6.98 8.13e-ll 211-221 
IPB002172 7.37 8.43e-l 1 3532-3544 
IPB000033A 21.82 8.71e-ll 1187-1209 
IPB000033C 11.58 9.00e-ll 1774-1788 
IPB000152 8.86 9.04e-ll 2979-2994 
PR00261C 18.72 9.18e-ll 2558-2579 
IPB000033C 11.58 5.86e-10 2081-2095 


711 


PRG0907 


Thrombomodulin signature II 


PR00907B 11.50 6.04e-l 04218-4234 
IPB000033C 11.58 6.40e-10 411-425 
IPB002172 7.37 6.54e-10 942-954 
IPB000033C 11.58 6.58e-10 1466-1480 
IPB000033A 21.82 7.26e-10 2560-2582 
PR00261C 18.72 7.67e-10 2893-2914 ! 
PR00010C 6.98 8.55e-10 3024-3034 
PK00/O4B 12.4/ o.o2e-10 120-140 
PR00764B 12.47 8.73e- 10 2804-2824 
rKU0/o4h> 1Z.4/ o.ooe-IU 343y-34jy 
IPB002172 7.37 9.31e-10 3493-3505 
IPB000O33C 11.58 9.46e-10 3084-3098 
IPB002172 7.37 1.00e-09 2647-2659 
PR00764B 12.47 1.22e-09 3479-3499 
IPB000033C 11.58 1.48e-09 736-750 

T>T>ftft*7</iTl 17 AH 1 ice- ftft OCft/1 OiCI A 

rKUU/04r> 1Z.4/ i.Oje-Uy Zjy4-Zol4 
IPB000O33B 7.05 2.42e-09 3024-3034 

PPA0.7A/1T* 17 ATI 7 £SXt* HO 7*1 Q< 


711 


IPB000970 


"Developmental sijmalinp protein 
Wnt-1 family 


IPB000970F 23 43 4 19e-09 4241-47RQ 
IPB000033C 11.58 4.21e-09 2404-2418 


711 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 4.88e-09 4326-4344 
PR00764B 12.47 5.23e-09 2933-2953 
IPB000033D 30.18 5.37e-09 4044-4082 
PR00764B 12.47 5.66e-09 2553-2573 
PR00764B 12.47 5.99e-09 3518-3538 
IPB001881B 12.28 6.87e-09 2979-2990 


711 i 


IPB001169 


"Integrin beta, C-terminus M 


IPB001169K 27.45 6.96e-09 2547-2589 
IPB0O0O33C 11.58 7.91e-09 1647-1661 


711 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 7.92e-09 1236-1249 
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IPB000033C 11.58 8.07e-09 324-338 
IPB000033C 11.58 8.07e-09 367-381 
IPB000033C 11.58 8.23e-09 1329-1343 
IPB001774C 18.25 8.26e-09 430 1-4343 
PR00010C 6.98 8.46e-09 3900-3910 


711 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.62e-09 206-225 
PR00764B 12.47 8.70e-09 1096-1116 
IPB000033B 7.05 8.82e-09 2984-2994 
IPB003886E 12.94 8.88e-09 4100-41 10 
PR00764B 12.47 9.46e-09 2847-2867 


711 


IPB000118 


Granulin 


IPB0001 18C 7.41 9.65e-09 3822-3863 
PR00907B 11.50 9.66e-09 162-178 


712 


PR00261 


Low density lipoprotein (LDL) 
receptor signature II 


PR00261B 15.12 7.43e-18 80-101 
PR00261D 16.87 7.25e-17 80-101 
PR00261E 18.62 3.53e-16 80-101 
PR00261F 15.46 5.39e-16 80-101 
PR00261A 15.49 6.08e-16 80-101 


712 


IPB002172 


Low density lipoprotein (LDL)- 
receptor class A (LDLRA) domain 


IPB002172 7.37 2.64e-15 89-101 
PR00261C 18.72 3.47e-15 80-101 
PR00261A 15.49 7.64e-15 125-146 
PR00261F 15.46 8.80e-15 125-146 
PR00261D 16.87 1.98e-14 125-146 


712 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033A 21.82 3.53e-14 82-104 
PR00261C 18.72 1.96e-13 125-146 
PR00261E 18.62 5.61e-13 125-146 
IPB002172 7.37 6.40e-12 134-146 
PR00261B 15.12 9.37e-12 125-146 


712 


PR00764 


Complement C9 signature II 


PR00764B 12.47 8.62e-10 120-140 


712 


PR00907 


Thrombomodulin signature II 


PR00907B 1 1.50 9.66e-09 162-178 I 
PR00764B 12.47 1.00e-08 75-95 


713 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164M 10.25 8.22e-09 164-195 


714 


PR00205 


Cadherin signature VI 


PR00205F 19 51 3.86e-16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
PR00205B 20.09 9.70e-15 250-279 
PR00205B 20.09 1.84e- 14 475-504 
PR00205D 12.22 4.12e-14 332-351 


714 


1PB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 


715 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3. 86e- 16 741-767 
PR00205F 19.57 2.13e-15 301-327 
PR00205B 20.09 7.30e-15 996-1025 
PR00205B 20.09 9.70e-15 250-279 
PR00205B 20.09 1.84e- 14 475-504 
PR00205D 12.22 4.12e-14 332-351 


715 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 238-255 
PR00205B 20.09 4.94e-14 1210-1239 
PR00205B 20.09 7.19e-14 1315-1344 
PR00205D 12.22 9.31e-14 1294-1313 
IPB002126B 12.04 3.57e-13 463-480 
PR00205F 19.57 4.90e-13 1368-1394 
IPB002126B 12.04 5.29 



WO 2004/080148 PCT7US2003/030720 



364 
TABLE 3B 



716 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-l 6 719-737 
IPB002469H 21.17 6.14e-16 674-709 
IPB002469J 8.97 3.52e-12 801-817 


716 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 706-737 
IPB002469G 26.76 9.24e-ll 629-667 


717 


EPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 1.00e-21 156-181 
IPB000822 14.67 4.75e-19 324-349 
EPB000822 14.67 4.46e-l 8 212-237 
IPB000822 14.67 3.57e-17 184-209 
EPB000822 14.67 7.43e-17 240-265 
IPB000822 14.67 1.00e-16 296-321 
IPB000822 14.67 2.69e-15 62-87 
IPB000822 14.67 4.38e-15 352-377 


717 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 8.20e-15 181-194 


717 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 9.07e-15 172-211 
PR00048A 9.94 3.77e-14 321-334 
PR00048A 9.94 8.62e-14 349-362 
PR00048A 9.94 3.57e-13 153-166 
IPB001275 19.17 9.71e-13 144-183 
IPB000822 14.67 1.95e-12 268-293 
PR00048A 9.94 2.06e-12 237-250 
PR00048A 9.94 4.18e-12 209-222 
IPB000822 14.67 9.53e-12 34-59 
PR00048A 9.94 6.21e-ll 265-278 
IPB001275 19.17 8.71e-ll 200-239 
PR00048A 9.94 1.41e-10 293-306 
IPB001275 19.17 4.16e-10 312-351 
PR00048B 5.52 5.50e-10 197-206 
PR00048A 9.94 7.55e-10 59-72 
PR00048B 5.52 9.36e-10 337-346 
PR00048B 5.52 1.00e-09 169-178 
PR00048B 5.52 3.50e-09 225-234 
IPB001275 19.17 3.62e-09'256-295 
PR00048B 5.52 4.50e-09 365-374 
IPB001275 19.17 5.22e-09 228-267 
IPB001275 19.17 8.75e-09 284-323 


718 


1PB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 74-100 
IPB000221 5.48 9.30e-12 63-89 
IPB000221 5.48 2.19e-ll 103-129 
IPB000221 5.48 2.59e-l 1 64-90 
IPB000221 5.48 3.91e-l 1 78-104 


718 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.88e-ll 98-132 
IPB000221 5.48 6.16e-ll 92-118 
IPB000221 5.48 6.43e-ll 99-125 
IPB000221 5.48 7.62e-l 1 60-86 
IPB000492B 5.26 9.35e-ll 79-113 
IPB000492B5.26 9.35e-ll 102-136 
IPB000221 5.48 2.73e-10 118-144 
IPB000221 5.48 4.70e-10 62-88 
IPB000221 5.48 4.70e-10 94-120 
IPB000492B 5.26 6.97e-10 103-137 
1PB000492B 5.26 8.12e-10 106-140 
IPB000492B 5.26 8.53e-10 105-139 
IPB000221 5.48 8.89e-10 101-127 
IPB000492B 5.26 9.06e-10 78-112 
IPB000492B 5.26 9.69e-10 100-134 
IPB000221 5.48 1.00e-09 83-109 
IPB000221 5.48 1.46e-09 65-91 
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IPB000221 5.48 3.31e-09 109-135 
IPB000221 5.48 3.31e-09 122-148 
IPB000492B 5.26 3.84e-09 75-109 
IPB000221 5.48 5.15e-09 107-133 
IPB000221 5.48 5.27e-09 52-78 


718 


PR00055 


HIV TAT domain signature m 


PR00055C 9.12 5.92e-09 16-32 
IPB000221 5.48 6.19e-09 116-142 
IPB000492B 5.26 6.38e-09 94-128 
IPB000492B 5.26 6.67e-09 107-141 
IPB000221 5.48 6.88e-09 97-123 

T-nnnftAAi 1 C An S~ nn f\C\ 111 i T7 

IPB000221 5.48 6.88e-09 111-137 
IPB000492B 5.26 7.75e-09 77-1 1 1 

rrmnnA/irtTD c o/T o AO <CC AO 

IPB000492i3 D.zo o.34e-Uy OD-yy 


718 


IPB000271 


Ribosomal protein L34 


IPB000271 15.87 9.78e-09 111-148 

intiA/\Aii 1 c A o n OQa AO 10/1 1 c A 
IPB 000221 dAo y.ooe-Uy 124-1 jU 

IPB000492B 5.26 9.90e-09 111-145 

TT5I>AAAT)1 ^ ^10 1 nfto AO If^WY) 


720 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.54e-17 2348-2363 

TDOAAAI^O Q OA A 10a 1^ 01O1 07 A £ 

irD\)\)\)LDZ o.oO 4. ice-ID ziyi-zzuo 
IPB000152 8.86 3.84e-14 2232-2247 

lJrx5UUU13Z O.OO j.oOe-lj ZIUo-ZIZj 


720 


EPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 4.78e-13 2232-2251 


720 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.50e-13 2191-2202 


720 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.29e-13 1028-1065 


720 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 9.47e-13 2353-2363 
IPB003006B 20.23 1.00e-12 1119-1156 


720 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 3.70e-12 2196-2206 
IPB001881B 12.28 5.20e-12 2348-2359 


720 


IPB002861 


Reeler domain 


IPB002861B 10.50 6.52e-12 1435-1463 
IPB002861B 10.50 7.12e-12 1606-1634 


720 


PR01303 | 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 7.20e-12 1441-1458 
PR00010C6.98 1.75e-ll 2196-2206 
IPB000152 8.86 1.96e-ll 2023-2038 
IPB001881B 12.28 4.79e-ll 2232-2243 
IPB003006B 20.23 4.91e-ll 386-423 
IPB003006B 20.23 5.30e-ll 1208-1245 
IPB002861B 10.50 7.08e-ll 1549-1577 
IPB003006B 20.23 8.43e-ll 199-236 
IPB001881B 12.28 8.58e-ll 2066-2077 
IPB001881B 12.28 9.53e-ll 2023-2034 
IPB003006B 20.23 9.61e-ll 756-793 


720 


IPB000981 


Neurohypophysial hormone 


IPB000981A 17.34 1.60e-10 1594-1621 
IPB003006B 20.23 2.08e-10 847-884 
IPB003886D 13.91 2.33e-10 2191-2210 
IPB000033B 7.05 4.48e-10 2353-2363 


720 


IPB003367 


Thrombospondin type 3 repeat 


inn AA^2 1 HI A 1 1 *70 < OT„ 1 A O 1 1 £ O 1 1£L 

lrBUUJJo/A 1 1. /oj.oje-lU Zl lo~Zloo 
PR01303D 10.57 5.90e-10 1612-1629 
IPB000033B 7.05 7.10e-10 2113-2123 


720 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862A 12.54 8.02e-10 1714-1729 


720 


PR00907 


Thrombomodulin signature VII 


PR00907G 10.43 8.09e- 10 2348-2374 
IPB003006B 20.23 8.56e-10 104-141 
IPB001881B 12.28 8.71e-10 2108-2119 
PR00907G 10.43 8.85e-10 2232-2258 
IPB003006B 20.23 8.92e-10 938-975 
IPB003886D 13.91 9.4 le- 10 2348-2367 
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PR00907B 11.50 9.64e- 10 2228-2244 
IPB003006B 20.23 L35e-09 479-516 
PR01303D 10.57 2.00e-09 1726-1743 


720 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature III 


ATI!" 1 1/t AC\ 1 A'\a Aft OQ/i 1 AAQ 

rKU14/zU 14.4U 5A 1 t-\)y y y4-i UUy 

IPB003886D 13.91 3. 49e-09 2108-2127 


720 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.57e-09 2357-2365 
PR00010C 6.98 3.63e-09 2113-2123 
IPB003006B 20.23 3.77e-09 1299-1336 
IPB000033A 21.82 4.35e-09 2053-2075 
IPB002861B 10.50 4.48e-09 1663-1691 
EPB003006B 20.23 4.81e-09 10-47 
IPB003367A 11.78 5.13e-09 2318-2338 

TDDftAI AA/TD *>A 11 C Cflo AO £*70 Cf\Q 


720 


PR01474 




Vascular cell adhesion molecule- 1 

(VCAM-1) signature VI 


DDm A1AT2 1/1 CI C l&a no 1001 101A 

rKU14/4r I4.ol j./oe-Uy 1ZZ1-1ZJ4 
IPB003006B 20.23 5.85e-09 293-330 


720 


PR01536 


Interleukin-i receptor type I and type 
II family signature HI 


PR01536C 19.92 5.85e-09 393-416 
PR01536C 19.92 6.08e-09 1126-1149 
rKUloioo ly.yz /.4oe-uy /oo-zoo 
PR01536C 19.92 7.58e-09 1215-1238 
PR00010C 6.98 8.02e-09 2237-2247 
IPB001862A 12.54 8.55e-09 1486-1501 
tdo.aaoc£iq. in <n c oo^ no i7on_i74S 


720 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 9.20e-09 1443-1483 


720 


IPB000118 


Granulin 


rDT>AAA1 1 CO 1 O/l O Ifio AO OA1 1 OA/10 

ir dUuoi loo /.y4 y.zue-uy zm i-zu4y 
PR00907G 10.43 9.27e-09 2108-2134 
PR00907B 1 1.50 9.43e-09 2344-2360 
IPB002861B 10.50 9.59e-09 1492-1520 


721 


EPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 8.05e-14 71-95 
IPB000135D 2.13 5.27e-13 72-96 
IPB000135D 2.13 9.46e-12 73-97 
EPB000135D 2.13 4.78e-ll 70-94 


721 


IPB003874 


CDC45-like protein 


IPB003874C 5.49 8.27e-ll 74-85 


721 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


mnn A A f\ t c o f\ — 11 AC A ATI 

IPB000897A 9.15 8.60e-ll 454-473 
IPB000135D 2.13 3.05e-10 74-98 


721 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.31e-10 78-87 
IPB000135D 2.13 9.02e-10 69-93 
IPB000135D2.13 l.00e-09 65-89 
IPB001580F2.93 l.45e-09 76-85 

IT»TiAAA1'iCr\ 1 1 C AA- AO CtL AA 

IPB000135D 2.13 5.09e-09 oo-yU 

TDT5AA1 COAIJ "> Ol /: QC„ AA nA Q7 

iroUUljoUr z.y3 O.o0e-uy /4-oJ 
IPB000135D 2.13 7.00e-09 75-99 
IPB000135D 2.13 -8.00e-09 68-92 
IPB000135D 2.13 9.36e-09 63-87 


722 


rnrtnm 1 Af\ 

IPB001140 


ABC transporter transmembrane 
region 


TDDA/11 1 AC\ A Ol *71 Q IfLo Of! 1111 1 1^7 

JLroUUl 14UA ZI. /j o.JOe-ZU IJii-lJj/ 
IPB001 140A 21.73 9.29e- 18 499-545 
IPB001140B 15.62 4.79e-15 615-653 
IPB001140B 15.62 1.16e-10 1427-1465 


722 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 6.66e-10 513-533 


722 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 7.88e-10 1324-1339 


722 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A 9.15 1.54e-09 512-531 
IPB000795A 10.67 2.85e-09 512-527 
PR00326A 8.70 4.49e-09 1325-1345 
IPB000897A 9.15 5.57e-09 1324-1343 


722 


IPB001324 


Phosphoribulokinase family 


IPB001324A 18.12 8.00e-09 1321-1342 
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722 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 8.00e-09 512-527 


722 


PR01014 


Neuropeptide Y2 receptor signature 
VI 


PR01014F 15.22 8.74e-09 647-663 


723 


PR01217 


Proline rich extensin signature W 


PR01217G 4.02 7.16e-09 242-267 
PR01217D 4.57 7.49e-09 495-51 6 


723 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 9.64e-09 308-325 


723 


IPB001101 


Plectin repeat 


IPB001101K 8.53 9.92e-09 29-72 


724 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 158-198 
IPB001552D 24.88 5.35e-19 67-109 
IPB001552C 25.04 7.75e-15 13-53 


725 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 526-549 


725 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 236-255 


725 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 109-124 


725 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 191-202 
IPB000152 8.86 1.00e-13 236-251 
IPB000152 8.86 1.82e-13 191-206 
IPB001881B 12.28 4.75e-13 109-120 


725 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 71-113 
IPB000998B 17.20 l.OOe- 12 409-421 


725 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 407-425 
IPB000998C 18.63 5.30e-ll 463-478 
IPB001881B 12.28 8.58e~ll 236-247 


725 


PR00907 


Thrombomodulin signature 11 


PR00907B 11.50 2.44e-10 143-159 


725 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 80-88 


725 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 241-251 
IPB000033B 7.05 5.97e-09 196-206 


725 


1PB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 323-350 


725 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 158-178 


726 


IPB001258 


NHL repeat 


IPB001258B 28.61 4.30e-17 619-653 
IPB001258B 28.61 7.00e-17 525-559 
IPB001258B 28.61 1.27e- 16 431-465 
IPB001258B 28.61 5.91e- 16 478-512 


726 


PR01406 


B-box zinc finger signature I 


PR01406A 20.90 8.36e-12 112-129 
IPB001258B 28.61 5.60e-l 1 572-606 


726 


IPB003649 


B-Box C-terminal domain 


IPB003649B 22.16 3.68e-10 115-134 


726 


IPB001869 


Thiol-activated cytolysins 


IPB001869C 15.61 6. 06e-09 396-419 


727 


IPB000198 


RhoGAP domain 


IPB000198C 16.49 8.3 le- 16 923-940 
IPB000198B 12.47 9.10e-15 833-850 


727 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-l I 724-739 
IPB000198A 15.95 9.61e-10 781-797 


727 


IPB002551 


Coronavirus S I glycoprotein 


IPB002551J 18.56 3.60e-09 470-51 1 


727 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 36-76 


727 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1025-1064 


729 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 6.23e-24 131-169 
IPB002870F 18.81 6.54e- 16 456-480 


729 


IPB001762 


Disintegrin 


IPB001762A 23.93 6.50e-15 359-399 
IPB002870E 1 1.90 8.67e-14 414-426 
IPB002870D 16.31 8.77e-13 383-398 


729 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 1.42e-ll 1173-1190 
PR01303D 10.57 1.40e-10 1488-1505 
IPB002870A 12.22 2.29e-10 81-97 
IPB002870C 11.01 2.80e-10 344-354 
PR01303D 10.57 3.91e-10 1098-1115 


729 j 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 7.19e-10 412-422 
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729 


IPB000118 


Granulin 


IPB000H8G 12.18 4.31e-09 147M519 


729 


irBUUzoOl 


Reeler domain 


PRnnmn in 57 « ^op-no 199Q-1246 
IPB002861B 10.50 7.75e-09 1223-1251 


729 


PR00269 


Pleiotrophin/midkine family 
signature I 


PR00269A 12.42 9.33e-09 1162-1186 


730 


PR01478 


Leukotriene B4 type 2 receptor 
signature V 


PR01478B 5.85 7.56e-10 149-177 


735 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 7.35e-14 302-327 


737 


IPB002004 


"Poly-adenylate binding protein, 
unique domain" 


IPB002004C 13.84 8.14e-10 189-231 


741 


PR01276 


Type II keratin signature II 


PR01276B 9.79 9.27e-10 147-159 


742 


PR00205 


Cadherin signature II 


PR00205B 20.09 5.95e-20 252-281 
PR00205D 12.22 3.25e-16 654-673 
PR00205B 20.09 7.60e-15 142-171 
PR00205F 19.57 l.OOe- 14 520-546 
PR00205G 13.05 1.37e-l 3 657-674 
PR00205F 19.57 3.10e-13 623-649 
PR00205D 12.22 5.80e-13 231-250 
PR00205D 12.22 5.80e-13 551-570 
PR00205B 20.09 6.40e-13 469-498 


742 


IPB002126 


Cadherin domain 


IPB002126B 12.04 8.71e-13 560-577 
PR00205F 19.57 1.26e- 12 308-334 
PR00205G 13.05 1.30e- 12 340-357 
PR00205G 13.05 4.90e-12 554-571 
PR00205D 12.22 5.37e-12 337-356 
PR00205D 12.22 8. 20e- 12 448-467 
PR00205G 13.05 8.50e- 12 234-251 
PR00205G 13.05 6.84e-ll 451-468 
IPB002126B 12.04 7.43e-ll 240-257 
PR00205F 19.57 7.63e-l 1 417-443 
PR00205A 17.38 8.56e-ll 301-320 
IPB002126B 12.04 3.03e-10 457-474 
IPB002126B 12.04 9.42e-l0 130-147 
IPB002126A 14.68 3.67e-09 312-328 
PR00205A 17.38 4.71e-09 5 13-532 
PR00205E 10.82 5.50e-09 570-583 
IPB002126A 14.68 6.33e-09 204-220 
PR00205C 13.59 6.62e-09 640-652 
PR00205B 20.09 7.06e-09 572-601 
PR00205D 12.22 8.27e-09 121-140 
PR00205G 13.05 9.82e-09 124-141 


744 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862C 26.48 8.94e-09 119-167 


745 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 6.00e-24 216-241 
IPB000822 14.67 9.18e-21 160-185 

TTlDAAAOOO 1 A £.1 1 If - OA TOO Id 

LPB000822 14.67 1.75e-20 328-353 
IPB000822 14.67 4. 00e-20 518-543 
IPB000822 14.67 8.50e-20 244-269 
IPB000822 14.67 9.25e-19 490-515 
IPB000822 14.67 7.92e-18 188-213 
IPB000822 14.67 9.31e-18 356-381 
IPB000822 14.67 9.36e-17 272-297 
IPB000822 14.67 3.40e-16 384-409 
IPB000822 14.67 8.80e-16 300-325 


745 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 381-394 
PR00048A 9.94 1.00e-14 269-282 
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PR00048A 9.94 1.00e-14 543-556 
PR00048A 9.94 3.08e-14 185-198 
PR00048A 9.94 4.46e-14 487-500 
IPB000822 14.67 6.06e- 14 440-465 
IPB000822 14.67 2.50e-13 412-437 
PR00048A 9.94 3.57e-13 297-310 
PR00048A 9.94 6.79e-13 213-226 
PR00048A 9.94 7.43e-13 409-422 
IPB000822 14.67 8.00e-13 132-157 


745 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 148-187 
PR00048A 9.94 3.12e-12 241-254 
PR00048A 9.94 5.76e-12 515-528 
PR00048B 5.52 7.00e-12 173-182 
IPB001275 19.17 7.58e-12 204-243 
PR00048A 9.94 8.41e-12 353-366 
IPB001275 19.17 3.96e-ll 506-545 
IPB000822 14.67 4.43e-ll 546-571 
IPB001275 19.17 5.76C-11 176-215 
PR00048A 9.94 6.21e-ll 325-338 
PR00048B 5.52 7.00e-ll 341-350 
PR00048B5.52 9.25e-ll 503-512 
PR00048B 5.52 1.00e-10 229-238 
IPB001275 19.17 1.49e-10 344-383 
IPB001275 19.17 4.41e-10 316-355 


745 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 5.16e-10 490-526 
IPB001275 19.17 5.50e-10 232-271 
PR00048A 9.94 7.14e-10 129-142 
PR00048A 9.94 7.14e-10 157-170 
PR00048A 9.94 1.38e-09 437-450 
IPB001275 19.17 1.46e-09 372-411 
IPB001275 19.17 3.39e-09 288-327 
PR00048B 5.52 5.50e-09 531-540 
IPB001222 24.63 8.35e-09 160-196 
IPB001275 19.17 9.09e-09 260-299 


745 


IPB001142 


Yeast membrane protein DUP 


IPB001 142B 22.92 9.60e-09 290-335 


745 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867C 19.46 9.76e-09 129-146 
PR00048B 5.52 1.00e-08 313-322 


746 


IPB001909 


KRABbox 


IPB001909 17.37 8.65e-30 37-71 


746 


IPB000822 


"Zinc fmger, C2H2 type" 


IPB000822 14.67 6.00e-24 291-316 
IPB000822 14.67 9.18e-21 235-260 
IPB000822 14.67 1.75e-20 403-428 
IPB000822 14.67 8.50e-20 319-344 
IPB000822 14.67 7.92e-18 263-288 
IPB000822 14.67 9.31e-18 431-456 
IPB000822 14.67 9.36e-17 347-372 
IPB000822 14.67 3. 40e- 16 459-484 
IPB000822 14.67 8.80e-16 375-400 


746 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 456-469 
PR00048A 9.94 1.00e-14 344-357 
PR00048A 9.94 3.08e-l4 260-273 
IPB000822 14.67 6.06e- 14 515-540 
IPB000822 14.67 2.50e-13 487-512 
PR00048A 9.94 3.57e-13 372-385 
PR00048A 9.94 6.79e-13 288-301 
PR00048A 9.94 7.43e-13 484-497 
IPB000822 14.67 8.00e-13 207-232 


746 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.00e-13 223-262 
PR00048A 9.94 3.12e-12 316-329 
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PR00048B 5.52 7.00e-12 248-257 
IPB001275 19.17 7.58e-12 279-318 
PR00048A 9.94 8.41e-12 428-441 
IPB001275 19.17 5.76e-ll 251-290 
PR00048A 9.94 6.21e-ll 400-413 
PR00048B 5.52 7.00e-ll 416-425 
PR00048B 5.52 1.00e-10 304-313 
IPB001275 19.17 1.49e-10 419-458 
IPB001275 19.17 4.41e-10 391-430 

ttvdaai ooc 1 a i n c c/u 1 a it\n 1AC 

IPB0U1Z75 iy.17 5.50e-lU 3U/-j4o 
PR00048A 9.94 7.14e-10 204-217 

nn r\i\f\ A o a n o 4 T t a * i a 010 oa c 

PR00048A 9.94 7.14e-10 232-245 

T>D AAA/1 OA Q OA 1 IQo AO ^10 <0*> 

IPB001275 19.17 1.46e-09 447-486 
IPB001275 19.17 3.39e-09 363-402 


746 


IPB001222 


TFIIS zinc ribbon domain 


TDDArtllll ">A CI C 1 C„ Art nor OOl 

LrBUUlzZZ Z4.03 o.JDe-Ui/ ZJj-Z/1 
IPB001275 19.17 9.09e-09 335-374 


746 


IPB00H42 


Yeast membrane protein DUP 


TT>r> An i i >ior> oo rti a rn^ aa o/ic /i i a 
LPBUUl I4ZB ZZ.92 y.oUe-Uy :5o-)-41U 


746 


LPB002867 


Cysteine-rich domain (C6HC) 


AAT 0/C7/~» 1 O AC A T/C>» Art OA/1 Ol 1 

li'BUUZoo/c iy.4o y. /oe-uy zu4-zzi 
PR00048B 5.52 1.00e-08 388-397 


747 


IPB000348 


emp24/gp25L/p24 family 


IPB000348B 26.69 5.33e-31 143-188 
IPB000348A 15.21 3.63e-12 78-96 


748 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 1.00e-16 31-53 


749 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 8.29e-19 558-575 
PR00405C 18.05 9.55e-19 579-600 
PR00405A 18.83 4.00e-18 539-558 


749 


IPB000906 


ZU5 domain 


IPB000906G 25.85 4.32e-12 827-875 
IPB000906D 23.89 7.43e-09 846-900 


751 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.00e-24 753-778 


751 


IPB001909 


KRABbox 


1PB001909 17.37 2.86e-21 344-378 
IPB000822 14.67 3.57e-17 695-720 
IPB000822 14.67 3.25e-14 605-630 
IPB000822 14.67 9.44e-14 781-806 
IPB000822 14.67 2.50e-13 723-748 


751 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.37e-l 1 602-615 
PR00048A 9.94 4.32e-l 1 778-791 
PR00048A 9.94 5.26e-ll 692-705 
1PB000822 14.67 6.14e-ll 633-658 
PR00048A 9.94 9.53e-ll 750-763 

nnnr\r\ytOT) c co i AA« 1A ncc 77C 

PR00048B 5.52 l.UUe-10 /0O-//J 
PR00048A 9.94 3.86e-10 720-733 


751 


IP BOO 15 80 


Calreticulin family 


TDDAA1COAT7 O C\1 1 AA« Art CM COO 

lrBuU15oUr Z.y3 l.UUe-UV o 14-3ZJ 

DDArtAAQ A A O/l C OC^AO <COA /C/IO 

PR00048B 5.52 6.50e-09 708-717 


751 


PR01073 


Presenilin 1 signature HI 


PR01073C 1.45 6.62e-09 509-520 


751 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 8.18e-09 769-808 


751 


ITJOAAA IOC 

IPB000135 


High mobility group proteins HMOl 
and HMG2 


IDDAAA1 1CA O 1 1 Q A AO CAO CO 1 

J 


753 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 8.1 le-14 261-275 


753 


PR00364 


Disease resistance protein signature 
IV 


PR00364D 14.89 4.60e-09 103-119 


753 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 8.91e-09 154-167 


754 


IPB001599 


Alpha-2-macrogIobuIin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
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IPB001599N 24.85 2.24e-14 1437-1469 


754 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
LPB001599J 20.99 3.00e-ll 1085-1110 
IPB0015991 10.83 7.60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 

1"DDAA1 Cnnt? t 1 t\c ft 77- t\e\ 7cr r A 

UrB001599E 11.06 9.77e-09 755-764 


755 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181E 27.75 4.44e-21 344-376 

TDDrtAO 1 O 1 T\ Oft IOC 1 A ~ 1ft ofto *»1 O 

IrUOOZlolD 29.18 5.14e-19 298-338 

TDD AO O lOIT? 10 OC O 1T_ -\ a nno ATI 

IrJtJUU/lolr* I0.0O z. lie- 14 39o-421 
IPB002181C 15.87 5.78e-12 280-292 

TPRfMY? 1 ft 1 A 1 Q AA O lOa 1 A *>A A O/CA 
lrJoUUZlolA 10.44 Z.JZe-lU Z44-ZOU 


756 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.30e-ll 457-494 


756 


PR00014 


Fibronectin type HI repeat signature 

TV 

1 V 


PR00014D 15.12 5.26e-10 671-685 

TDDAA3AA/TD OA OO^ C C 1 A 1 *7>l Oil 

IroUUjUUOU ZU.ZJ D.Ooe-lU Z/j-Jlz 


756 


PR00406 


Cytochrome B5 reductase signature 
VT 

V 1 


PR00406F4.29 6.03e-09 140-148 


756 


IPB003866 


Isoflavone reductase 


IPB003866D 19.80 9.48e-09 454-506 


757 


ITDuUUtOJ 


Leucine ncn repeat L,-ierminai 
domain 


TDD AAA/1 Ol 11 lO £ OC„ 1 o OvtA OC/I 

IFdUUIWbj 11.18 6.85e-13 240-254 


757 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 149-162 
PR00019B 11.42 8.00e-1098-lll 

UDAAA1AD 1 1 vIO *7 Cf» ftft 1 

PR00019B 11.42 7.55e-09 122-135 

PDAAA1 AD 1 1 A1 O flfln AA 1 jI/C 1 Cft 

rKUUUiyii 11.4Z o.Uye-U9 146-159 


757 


IPB002889 


WSC domain 


IPB002889B 11.76 8.97e-09 599-645 


7S7 
/j / 


iYD\)\jj\j\JD 


Immunoglobulin and major 
histocompatibility complex domain 


1PB003006B 20.23 9.31e-09 335-372 
IPB002889B 11.76 9.44e-09 598-644 


f JO 




Leucine rich repeat C-terminal 
domain 


TDDnnrtiioi ii i o or it o>i/\ *\r a 

IPB000483 11.18 6.85e-13 240-254 


/ JO 


PRonnio 

i JWUU 1 ^ 


Leucine-ncn repeat signature i 


15 D AAA1 A A 11 T*i *7 1 >t i i 1 ac\ i f> 

PR000I9A 11.72 7.14e-ll 149-162 

PR00019B 1 1.42 8.00e-10 98-1 1 1 

PPAnmoD 1 1 A"i *7 ^ <i-> aq mo iic 
rKl/UUiyo 11. 4Z /.3De-U9 IZz-lJD 

PR00019B 11.42 8.09e-09 146-159 


758 


IPB002889 


WSC domain 


IPB002889B 1 1.76 8.97e-09 603-649 


758 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 335-372 
IPB002889B 1 1.76 9.44e-09 602-648 


759 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 966-996 
IPB000203B 13.98 8.88e-15 1086-1107 


759 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1086-1115 


759 


PR00249 


signature III 


PP. nniAQC 1 *\ AA 1 Tin 1 A 1 ADO 1111 
rlvUUZ*fyL/ ID. 44 l./Je-lU iOoo-1111 

IPB000832G 15.17 7.81e-09 1256-1281 


760 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 4.00e-24 277-302 
IPB000822 14.67 3.45e-21 361-386 
IPB000822 14.67 1.75e-20 193-218 
EPB000822 14.67 3.25e-l9 109-134 
IPB000822 14.67 4.00e-19 389-414 
IPB000822 14.67 8.50e-19 165-190 
IPB000822 14.67 1 .00e-l 8 249-274 
IPB000822 14.67 5.85e-18 305-330 
IPB000822 14.67 1.60e-16 137-162 
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IPB000822 14.67 3.40e-16 333-358 
IPB000822 14.67 5.50e-15 221-246 


760 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 6.54e-14 330-343 


760 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 6.55e-14 237-276 
IPB001275 19. 17 8.05 e- 14 321-360 
IPB001275 19.17 8.20e-14 153-192 

TTinrtA 1 TIC in •t'7'% t A ^. n 1 Af\ TOO 

IPB001275 19.17 2.14e-13 349-388 
IPB001275 19.17 4.57e-13 265-304 

T>T> AAA/I OA f\ C\A A O/C^ 11 HO *\n \ 

rKUUU4oA 9.94 4.ooe-13 Zlo-Zol 
PR00048A 9.94 4.86e-13 274-28 


760 


IPB002867 


Cysteine-nch domain (C6HC) 


1PBUUZo67C 19.46 o.lle-09 274-291 

nn C\(\(\A OA O QA Q 1 Toi AO 1 < 0 1*7 1 

rKUUU4oA 9.y4 o.lZe-l)y iDtS-J/i 


760 


IPB002634 


BolA-like protein 


JxoUUzoJ4A zj.ju o.zje-i)y zyo-jjz 


760 


PR00995 


36kDa capillovirus serine protease 
(S35) signature VI 


PR00995F 16.50 9.73e-09 311-329 


761 


PR00121 


Sodium/potassium-transporting 
ATPase signature IV 


PR00121D 16.73 7.12e-15 173-194 


761 


1PB001757 


E1-E2 ATPases 


IPB001757B 13.64 9.65e-13 588-617 
IPB001757A 14.16 4.18e-12 179-190 


761 


PR00119 


P-type cation-transporting ATPase 
superfamily signature II 


PR00119B 12.03 9.61e-12 180-194 


761 


EPB000150 


Cof protein 


IPB000150C 20.72 7.47e-09 595-627 


763 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.88e-09 172-197 


764 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 177-207 
IPB001310B 21.00 2.93e-12 241-267 


764 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 189-207 


767 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.52e-10 101-125 
IPB000135D 2.13 9.71e-10 103-127 
IPB000135D 2.13 9.90e-10 100-124 
IPB000135D 2.13 3.18e-09 104-128 
IPB000135D 2.13 9.55e-09 102-126 


768 


PR00074 


Protein-lysine 6-oxidase precursor 
signature V 


PR00074E 11.34 9.46e-14 327-347 
PR00074B 7.564.98e-12 260-284 


768 


IPB001695 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 244-285 


768 


PR00258 


Speract receptor signature IV 


PR00258D 14.29 7.39e-l 2 94-108 
PR00258E 14.06 3.38e-ll 117-129 
PR00258A 13.56 1.54e-10 29-45 
PR00074D 21.66 2.94e-10 305-326 
PR00258A 13.56 3.70e-10 139-155 
PR00258C9.05 4.95e-10 177-187 
PR00258D 14.29 6.29e-10 210-224 
PR00258C 9.05 9.34e-10 63-73 
PR00258B 7.94 6.14e-09 48-59 
IPB001695F 11.10 6.87e-09 285-313 


771 


IPB001084 


Microtubule associated Tau protein 


IPB001084C 7.66 1.00e-08 105-122 


773 


IPB000374 


Phosphatidate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 358-385 

Irr>UUU3/4A I Z. jy ,3. 0->e- 10 ZD4-ZOO 


774 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 190-204 
PR00320B 12.82 2.08e-10 190-204 
PR00320C 12.32 4.33e-09 190-204 


775 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 1.95e-l0 155-190 


775 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 8.01e-10 150-197 


776 


1PB002549 


Domain of unknown function DUF20 


IPB002549B 19.59 9.27e-09 229-266 


778 


IPB002884 


Proprotein convertase P-domain 


IPB002884B 15.69 6.33e-09 114-131 


779 


IPB000361 


Hypothetical hesB/yadR/yfhF family 


IPB000361B 19.14 3.08e-19 119-150 
IPB000361A 17.83 2.71e-16 70-90 
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780 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.28e-10 131-168 


783 


IPB002223 


Pancreatic trypsin inhibitor (Kunitz) 
family 


IPB002223 17.66 3.88e-25 556-590 


783 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885A 11.46 5.57e-19 13-50 


783 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 6.26e-19 6-58 
IPB001442A 26.12 4.44e-18 3-55 
IPB001442A 26.12 3.17e-17 185-237 
IPB001442A 26.12 3.60e-17 191-243 
IPB000885B 19.15 5.72e-17 2-55 
IPB000885B 19.15 6.29e-17 11-64 
IPB001442A 26.12 7.51e-17 12-64 
IPB001442A 26.12 1.21e-16 197-249 
IPB000885B 19.15 2.19e-16 193-246 
IPB001442A 26.12 3.51e-16 9-61 
IPB0O0885A 11.46 5.06e-16 198-235 
IPB001442A 26.12 6.02e-16 188-240 
IPB000885B 19.15 7.83e-16 8-61 
IPB000885A 11.46 L61e-15 19-56 
IPB000885B 19.15 3.65e-15 202-255 
IPB000885B 19.15 4.39e-15 184-237 
IPB000885B 19.15 4.49e-15 190-243 
IPB000885B 19.15 8.09e-15 17-70 
IPB001442A 26.12 9.29e-15 182-234 
IPB001442A 26.12 9.80e-15 15-67 


783 


PR00453 


Von Willebrand factor type A 
domain signature I 


PR00453A 11.78 1.75e-14 265-282 
IPB000885A 11.46 2.29e-14 201-238 
IPB000885A 1 1.46 3.92e-14 210-247 
IPB000885B 19.15 6.76e-14 14-67 
IPB000885B 19.15 6.97e-14 187-240 
IPB000885A 11.46 7.08e-14 22-59 
IPB001442A 26.12 7.65e-14 200-252 
IPB000885B 19.15 7.78e-14 5-58 
IPB001442A 26.12 8.63e-14 203-255 
IPB000885A 1 1.46 9.77e-14 25-62 
IPB001442A 26.12 1.00e-13 194-246 
IPB000885A 11.46 1.44e-13 10-47 
IPB000885A 11.46 2.89e-13 195-232 
IPB001442B 12.38 4.67e«13 60-80 
IPB000885A 11.46 6.33e-13 207-244 
IPB000885B 19.15 7.07e-13 196-249 
IPB000885A 11.46 7.33e-13 16-53 
IPB000885B 19.15 7.46e-13 199-252 
IPB001442B 12.38 1.31e-12 22-42 


783 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 1.36e-12 56-90 
IPB001073A 22.14 1.72e-12 203-237 
IPB001073A 22.14 2.80e-12 119-153 

mnnnnooc a 1 i a£. o fki*» 1 i *7 a a 
IPBOOUooDA 11.46 2.yJe-12 7-44 

IPB001442A 26.12 5.05e-12 24-76 

IPB000885A 11.46 5.93e-12 213-250 

IPB000885A 1 1.46 6.04e-12 20 


783 


PR00759 


Basic protease (Kunitz-type) 
inhibitor family signature III 


PR00759C 12.43 6.28e-l 1 575-590 
IPB001073A 22.14 7.00e-ll 59-93 
IPB000885A 11.46 7.57e-ll 28-65 
IPB001073A 22.14 8.17e-ll 142-176 
IPB001073A 22.14 8.33e-ll 50-84 
IPB001073A 22.14 8.67e-ll 15-49 
IPB001442B 12.38 8.71e-ll 37-57 
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TPRAAAR 1 n 


Prion protein 


TDDArtrton a o i a a n/\~ in 1 in j 
iroUUUol /A o.34 9.70e-10 132-174 

PR00759B 12.35 9.72e- 10 565-575 

IDDAAl/t/lT A ^i/z n o no- ia oa on 
lrnUU144zA zo. lz y.yze-lU 30-o2 

IPB000885A 11.46 1.83e-09 189-226 

TPDAA1 /1/IOT5 n O.Q 1 0*7« AO oia oia 

n^t>UU144z.D Iz.Jo i.y/e-Uy Z1U-/3U 
IPB001073A 22.14 2.27e-09 128-162 
IPB000885B 19. 15 2.47e-09 


784 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic aomain 


IPB001541A 12.30 5.50e-ll 164-176 

tptsaai 1 n 1 1 /c^ a no o<i nco 
lrx>UUlJ41r> 11.00 4.ooe-Uy zjI-zoU 


784 


IPB001369 


Purine and other phosphorylases 
lam li y z 


IPB001369A 12.23 8.71e-09 2-15 


/ O J 




Immunoglobulin and major 

lUMUvUllUJaUlHlIiy 1/OIIipiCA. UUIUalll 


TDTiAOO AAiTD OA yt Ci(Z~ 1 A 1 Cn Af\A 

IrrJUUJUUOo zU.zo 4.yoe-ll) i 07-404 
rPRAA^AA/sn on *>i < ioa ao i^cq i/co/j 

IrJDUUJUUOD ZU.Zj O. lye-UV IJoy-lOZO 


786 


PR00918 


Calicivirus non-structural polyprotein 

fointlu cionahirp T 
Xalllliy blgildLUl C 1 


PR00918A 13.81 3.59e-12 27-47 


786 


IPB000135 


High mobility group proteins HMG1 

and HMO? 
emu nivivjz. 


IPB000135D 2.13 4.25e-12 186-210 

tpraaai i n o oa* n i on o 1 1 
irDVWlJjLJ z.l.> y.z4e-Iz lo/-zIl 

JLTDUUV/iJ «>JL/ Z. 1 j 0.4ZC-11 iOO-ZIZ 

IPB000135D2.13 1.68e-10 185-209 


786 


IPB00207R 


OlgJUiCt ~%/*t iaLlUi HI LCI aULlUii piULClIl 

family 


TPRAA7A7RA 7 A A1 A. "51o_1A 11 fJl 
UrOWZM / oA ZU.4J O.jie-lU 


786 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.1 le-10 32-47 


786 


IPB000765 


U If LI v/JJvJ lctllJUijr 


TPRflAA7£^ 06 Ol 7 inil O/l 

utduvkj /oj zo.yi /.o /e-iu J1-/4 


786 


IPB000897 


GTP-binding signal recognition 

nartirlp fSRP^4» rlnmnin 


IPB000897A9.15 8.26e-10 393-412 


786 


IPB001580 


Calreticulin family 


IPB001580F 2.93 8.3 le-10 200-209 

TPT5AAKCA17 0 Q AAo 1AOA1 OIA 

IrDUUuoUr z.yj y.44e-iu ZUI-ZIU 


786 




oillAjIIlalC iUJlaoC 


TPPAAAA01A IO Afi 1 AAt*-f\Q 1QA Ani 

iruuuuo/jA ly.uo i.o4e-uy jy4-4zj 


786 


11 L>\J\J\J\J 1 ZJ 


vjuaJiyialC Jviiidbc 


tphaaa^ioa ic aq 1 ao 70/1 
lrnuuuoiyA lo.uo i.isoe-uy jy4-4l 1 

IPB001580F 2.93 1.90e-09 199-208 


786 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 2.43e-09 34-47 


786 


PR00830 


Endopeptidase La (Lon) serine 
protease vo) signature l 


PR00830A 8.52 4.50e-09 37-56 


786 


IPB00148? 

ii i to^ 


odCLcridi type 11 seer eu on sysiem 
protein E 


TDDAA1/1QTD 10 A^ A £fU AO OOA A 1 O 

ij'duui4oZ£> iz.uj 4.oue-oy JyO-412 
IPB000135D2.13 4.73e-09 191-215 


786 


ir duuuoju 


rvuciiyidic Kinase 


10X30000^0/^ IO OA C A1 A AO 1 /IA 1*7A 

IrrsUUUoDUC lo.oy D.0Je-uy 14y-179 
IPB000135D 2.13 6.00e-09 190-214 


788 


PR00452 


Sll-T^ nnmtiin c"i^mo'fllt•^ TT 

onj uuniaiii signature 11 


DDAA/KIOD 1 1 A1 £. ni« AO 1 A OA 

rKuu4jzo 1 1.4/ o.uje-uy 14-zy 


789 


PR004S2 


QT-T*^ nnmDtn cinn4tiirA IT 

onj uLPiiiaiit signature li 


DT?AA4^TD 1 1 AH d C\1a. AO OT 1 AO i 

rKULWDZo 1 1.4/ O.UJe-Uy 0/-102 


790 


IPB001820 


Tissue inhibitors of 

UlClallUJJX UlCllidSCS 


IPB001820C 11.81 1.56e-15 73-85 j 

IT>TIAA1 C7AP 1A T\ O AA» 1A G.A HA 
JLt\t>UUlozUrJ 1U. Ij Z.44e-14 34-04 

IPB001820D 16.18 9. 10e-14 91-105 

FPT5AA1 87A A Q 1 1 0 11 1 OO ! 

lr DUU J. oZU/Y o.l / z.3ze-i i io-zy 


791 


1PB001304 


C-type lectin domain 


IPB001304A 17.98 3.00e-17 149-173 


791 


PR01408 


Macrophage scavenger receptor 

oi^natuic VI 


PR01408F 9.76 4.87e-09 64-88 


792 


IPB002213 


UDP-glucoronosyl and UDP- 
glucosyl transferase 


IPB002213 27 73 3 37e-40 276-^29 


794 


IPB000339 


ubiE/COQ5 methyltransferase family 


IPB000339D 24.04 6.07e-14 146-188 


794 


PR00508 


S21 class N4 adenine-specific DNA 
methyltransferase signature II 


PR00508B 17.31 3.88e-09 167-187 


794 


IPB000682 


Protein-L-isoaspartate(D-aspartate) 
O-methyltransferase 


IPB000682C 16.46 6.79e-09 68-92 


795 


PR00237 


Rhodopsin-Iike GPCR superfamily 
signature III 


PR00237C 14.77 1.30e- 12 508-530 
PR00237B 12.45 8.62e-l 2 463-484 
PR00237D 9.76 3.37e-ll 544-565 


795 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 2.42e-10 522-533 
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795 


PR01157 


P2 nurinoceotor signature IV 


PR01157D 16.03 2.98e-09 662-674 


795 


PR00173 


Glutamate-aspartate symporter 
signature VI 


PR00173F 10.23 9.45e-09 705-724 
PR00237F 1434 9.56e-09 645-669 


799 


PR01539 


Interleukin-1 receptor type II 
precursor signature IX 


PR015391 14.65 9.06e-09 162-185 


802 


IPB000117 


Kappa casein 


IPB000117D 10.18 8.71e-09 506-540 


805 


IPB000171 


Bacterial-type phytoene 
dehydrogenase 


IPB000171E 7.19 8.20e~09 29-39 


806 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


806 


IPB000034 


Larninin B 


IPB000034C 12.97 7.31e-09 84-102 


806 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


807 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


807 


IPB000034 


Larninin B 


IPB000034C 12.97 7.31e-09 84-102 


807 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


808 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


808 


IPB000034 


Larninin B 


IPB000034C 12.97 7.31e-09 84-102 


808 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


809 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 9.36e-10 14-37 


O 1 ft 


TDDftftl 1 QO 


i issue factor ( i r) 


1td\)\ji j.0/0 13. zu /.uue-iu H\J- to 


811 


IPB001039 


"Major histocompatibility complex 
protein, Class P 


IPB001039B 27.55 8.79e-09 98-149 


812 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 113-150 

iddaaiaa^cd oa oi a iAo 10 Afuz^AAi 
lrrJUUJUUoo ZO.zJ y.l4e-iZ 4U0-44J 

IPB003006B 20.23 1.00e-ll 213-250 


812 


PRO 1536 


Interleukin-l receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-l 1 512-535 
IPB003006B 20.23 6.40e-10 19-56 
IPB003006B 20.23 9.64e-10 505-542 
IPB003006B 20.23 8.62e-09 311-348 
PR01536C 19.92 9.19e-09 120-143 


813 


Yr\T¥AAl Art/" 

IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 428-465 
IPB003006B 20.23 8.71e-12 1996-2033 
IPB003006B 20.23 9.14e-12 2289-2326 
IPB003006B 20.23 L00e-ll 2096-2133 


813 


PRO 1536 


Interleukm-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e-ll 1707-1730 
PR01536C 19.92 9.23e-ll 2395-2418 
IPB003006B 20.23 4.60e-10 1700-1737 
IPB003006B 20.23 6.40e-10 1902-1939 
IPB003006B 20.23 8.92e-10 1603-1640 

rDDAA1AA<TD OA Ol A £.A*% 1A OlOO *>/10C 

IPB003006B 20.23 3.42e-09 1506-1543 


813 


PR01076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1457-1478 
IPB003006B 20.23 7.58e-09 1799-1836 

TDDAHinn^D OA 07 Q AO 01 A/1 ooqi 

PR01536C 19.92 9.19e-09 2003-2026 


813 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
moiecuie- 1 signature i 


PR01472A 16.78 9.64e-09 1755-1771 


814 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 1 1.18 7.60e-16 219-233 


814 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 623-660 
IPB003006B 20.23 8.71e-12 2191-2228 
IPB003006B 20.23 9.14e-12 2484-2521 
IPB003006B 20.23 l.00e-ll 2291-2328 


814 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.10e-ll 1902-1925 
PR01536C 19.92 9.23e-l 1 2590-2613 
IPB003006B 20.23 4.60e-10 1895-1932 
IPB003006B 20.23 6.40e-10 2097-2134 



WO 2004/080148 



PCT/US2003/030720 



376 
TABLE 3B 









IPB003006B 20.23 8.92e-10 1798-1835 
IPB003006B 20.23 9.64e-10 2583-2620 
IPB003006B 20.23 3.42e-09 1701-1738 


814 


PR01076 


Caldesmon signature IV 


PR01076D 8.07 5.07e-09 1652-1673 
IPB003006B 20.23 7.58e-09 1994-2031 
IPB003006B 20.23 8.62e-09 2389-2426 
PR01536C 19.92 9. 19e-09 2198-2221 


814 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.64e-09 1950-1966 


816 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 


817 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29. 17 8.48e-09 201-254 • 


819 


IPB001211 


Phospholipase A2 


IPB001211B 17.16 3.12e-31 44-71 


819 


PR00389 


Phospholipase A2 signature III 


PR00389C 17.85 2.50e-20 56-74 
PR00389B 10.67 6.91e-16 37-55 
IPB001211D 11.66 5.50e-14 104-119 
PR00389E 13.06 8.20e-14 104-120 
IPB001211C 14.62 1.56e-ll 79-97 


821 


IPB001354 


Mandelate racemase/muconate 
lactonizing enzyme family 


IPB001354C 32.55 1.00e-24 210-251 
IPB001354D 32.92 2.07e-18 281-326 
IPB001354B 18.16 3.91e-18 87-113 
IPB001354E 9.47 6.23e-09 370-382 


822 


IPB002164 


Nucleosome assembly protein (NAP) 


IPB002164B 25.75 1.00e-36 102-138 
IPB002164A 24.21 6.40e-34 21-58 
IPB002164C 11.48 6.68e-21 151-170 


822 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 5.27e-13 285-309 
IPB000135D 2.13 1.41e-li 286-310 
IPB000135D2.13 1.82e-ll 283-307 
IPB000135D 2.13 3.76e-ll 289-313 
IPB000135D 2.13 3.97e-ll 287-311 
IPB000135D 2.13 4.27e-ll 288-312 
IPB002164D 9.19 7.65e-l 1 232-242 
IPB000135D 2.13 1.68e-10 282-306 
IPB000I35D 2.13 4.03e-10 281-305 
IPB000135D 2.13 4.91e-10 284-308 


822 


IPB001580 


Calreticulin family 


IPB001580F 2.93 2.35e-09 300-309 
IPB000135D 2.13 2.64e-09 280-304 
IPB000135D 2.13 6.27e-09 291-315 
IPB000135D 2.13 7.27e-09 292-316 
IPB000135D 2.13 7.55e-09 279-303 
IPB000135D 2.13 8.91e-09 290-314 


822 


IPB001326 


Elongation factor 1 beta/beta'/delta 
chain 


IPB001326C 9.19 9.16e-09 286-301 


823 


IPB000222 


Protein phosphatase 2C subfamily 


IPB000222F 19.87 4.94e-15 256-276 
IPB000222E 14.28 6.33e-15 228-246 
IPB000222G 9.17 1.95e-12 282-295 
IPB000222C 6.84 2.08e-12 147-156 
IPB000222H 9.33 7.97e-12 318-330 
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IPB000222B 15.80 2.86e-10 115-125 
IPB000222D 11.74 2.74e-09 186-203 
IPB000222I 8.91 4.72e-09 379-388 


824 


IPB001007 


M von Willebrand factor, type C 
repeat" 


IPB001007B 10.03 1.00e-08 183-192 


825 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


825 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
PR00245D 9.34 1.53e-13 119-128 
PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 
IPB000276D 9.40 3.08e-09 165-181 


825 


PR00237 


Rhodopsin-Iike GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 82-105 
PR00237G 19.23 1.00e-08 155-181 


826 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


826 


IPB000276 


Rhodopsin-Iike GPCR superfamily 


IPB000276A 11.56 9.25e-14 117-128 
PR00245D 9.34 1.53e-13 233-242 
PR00245E 8.96 6.81e-12 280-291 
PR00245A 10.98 7.14e-12 91-102 
PR00245B 13.73 8.14e-10 128-140 


826 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 2.02e-09 103-125 
IPB000276D 9.40 3.08e-09 279-295 
PR00237E 13.03 3.83e-09 196-219 


826 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 50-62 


826 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1. 00e-08 269-295 


827 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7.42 4.63e-10 40-53 


827 


PR01186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 40-53 
IPB001169K 27.45 5.50e-09 42-84 
PR01 186K 7.39 9.75e-09 6-19 


828 


1PB000198 


RhoGAP domain 


IPB000198C 16.49 1.28e-10 226-243 


829 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


830 


IPB000859 


CUB domain 


IPB000859 19.99 7.00e-23 10-45 


831 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 177-204 


831 


IPB000857 


Core domain in kinesin and myosin 
motors 


rPB000857C 10.82 4.84c-19 175-197 
PR00193B 12.36 6.81e-l8 125-150 
IPB000857D 12.93 8.28e-l 8 204-242 
PR00193A 14.87 8.50e-12 65-84 
IPB000857A 15.90 5.58e-l 1 42-95 
IPB000857B 11.35 1.00e-10 106-152 


831 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 


832 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 177-204 


832 


IPB000857 


Core domain in kinesin and myosin 
motors 


IPB000857C 10.82 4.84e-19 175-197 
PR00193B 12.36 6.81e-18 125-150 
IPB000857D 12.93 8.28e-18 204-242 
IPB000857E 25.07 1.47e- 12 288-341 
PR00193A 14.87 8.50e-12 65-84 
IPB000857A 15.90 5.58e-ll 42-95 
IPB000857B 11.35 1.00e-10 106-152 


832 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 127-142 
IPB000857F 15.97 6.50e-09 365-397 


834 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 2.86e-18 143-183 


834 


IPB000716 


Thyroglobulin type-1 repeat 


IPB000716C 17.62 2.88e-18 336-354 
EPB000716D 15.49 7.16e-15 358-372 


834 


IPB001999 


Osteonectin domain 


IPB001999E 15.70 7.99e-ll 272-318 


835 


IPB001323 


Erythropoietin/thrombopoeitin 


IPB001323A 17.37 8.31e-10 515-547 
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835 


PR00251 


Bacterial opsin signature I 


PR00251A 13.93 9.75e- 10 515-534 


835 


PR00807 


Pollen allergen Amb family signature 

T 

i 


PR00807A 16.15 7.4 le-09 459-476 






Prvfh r rvn n i pfi n /th r om h n n nfi H n 


IPB001323A 17.37 8.31e-10 515-547 






Rapfprinl rvnein Qionatiirp T 


PR00251A 13.93 9.75e-10 515-534 


836 


PR00807 


Pollen allergen Amb family signature 
I 


PR00807A 16.15 7.41e-09 459-476 






■Leucine ncn icpcd.i lci iimitii 
domain 


IPB000483 11 18 5 50e-13 359-373 


838 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-10 278-291 
PR00019A 11.72 9.33e-10 327-340 
PR00019B 1 1 42 6 73e-09 179-192 
PR00019A 11.72 7.27e-09 182-195 


840 


IPB000243 


Proteasome B-type subunit 


IPB000243C 13.61 8.80e-09 345-355 i 


841 




Wot domain 


TPRnft?RRQR 11 76 0 1 S 27-57^ 


841 


PR01217 


Proline rich extensin signature V 


PR01217E 3.04 2.99e-10 534-550 

PT?fk1717R 4 S? ^ fi^A-lft ^3-540 
.rlwlZl /O t.oZ j.Djo-IU Jjjvh? 

PR01217D 4.57 7.86e-10 529-550 


Oil 1 

841 


lrBUOOyuo 


ZU3 domain 


TPRnnnQOtfA 9? 40 R 01p-10 1SR-200 
PR01217C 4.49 4.80e-09 538-550 
lPRftn0906F 22 1 1 4 83e-09 162-202 
PR01217G4.02 5.03e-09 529-554 


OA 1 

841 


nnrti /lie 


Ankynn repeat signature II 


PRM4HR 10 21 S RRe-09 177-189 
PR01415A 12.73 8.00e-09 165-177 
PR01415A 12 73 8 75e-09 131-143 


841 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


IPB000925D 14.69 9.33e-09 404-426 
PR01217A 5.97 9.62e-09 539-551 




f DDfMVM 1 £ 


L/uter i-^apsiu proxein v r*t 
(Hemagglutinin) 


TPRftflft41 fiP H^7 7 40e-09 1 85-223 


84.5 


lrt)UUU4lo 


Outer Capsid protein VP4 
(Hemagglutinin) 


rPR0fl041 fip 1^7 7 OOe-09 1 85-223 




IriJUUJlH/O 


Immunoglobulin and major 

nisiocuinpaUDiiiijr uulujjica uumaiii 


TPROfttflOfi A 1 7 SI 7 11 e-OQ 554-376 


845 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
TPR00099RB 17 20 1 62e-ll 761-773 

11 UUUU770U 1 / .A>\/ X >V£rV 11 /VI r t ~s 


845 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-ll 759-777 
PR0n070P 12 01 8 12e-10 832-843 
IPB000998D 18.66 9.61e-10 898-921 


845 


IPB003006 


Immunoglobulin and major 

IlIaLUvi/llipdLlL/lIliy v>UIUJ71GA uuilld.Hl 


IPB003006A 17.51 7.11e-09 354-376 


845 


PR00096 


Glutamine amidotransferase 
superfamily signature III 


PR00096C 15.85 9.28e-09 534-547 


o40 


irt>\j\)o Lou 


pjj-associaieo proiein \jnujw\a) 


TPRflfTUtfOA 14 T\ 8 0 le-09 82-129 


64/ 




i^ybupnuspi lonpdbc tauiiyut uuiiiaiii 


TPRD07647B 11 84 4 38e-15 1134-1158 
IPB002642A 18.37 1.69e-13 1106-1131 


84/ 


rJ\.UUjOU 


v^z aomam signature 11 


PROO^finR 1 1 64 8 67e-12 839-852 

1 IVvVJUVD I l.LTT O.v/V IX OJ7 OJi 

IPB002642G 34.11 6.72e-10 1429-1477 


847 


IPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 812-851 


848 


1PB002642 


Lysophospholipase catalytic domain 


IPB002642B 1 1.84 4.38e-15 383-407 
IPB002642A 18.37 1.69e-13 355-380 j 


848 


PR00360 


C2 domain signature II 


PR00360B 1 1.64 8.67e-12 88-101 1 
IPB002642G 34.11 6.72e-10 678-726 
IPB002642E 18.19 6.91e-10 509-534 


848 


IPB000008 


C2 domain 


IPB000008C 23.37 2.44e-09 61-100 


851 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 203-240 


851 


IPB003531 


Short hematopoietin receptor family 


IPB003531C 15.87 9.38e-ll 449-466 



WO 2004/080148 



PCTAJS2003/030720 



379 
TABLE 3B 







1 


IPB003006B 20.23 6.54e-09 81-118 


852 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 199-236 


852 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 445-462 
IPB003006B 20.23 6.54e-09 77-1 14 


854 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 306-345 
IPB000008C 23.37 1.17e-16 173-212 


854 


PR00360 


C2 domain signature II 


PR00360B 1 1.64 8.20e-14 200-213 
PR00360A 15.18 1.60e-13 304-316 


854 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e- 12 291-304 
IPB000008D 14.83 3.45e-l 1 229-247 
IPB000008D 14.83 3.86e-ll 361-379 
PR00360B 1 1.64 5.94e-l 1 333-346 
PR00399A 15.05 6.40e-ll 145-160 
PR00360A 15.18 8.36e-ll 173-185 
PR00399C 15.89 4.98e-10 348-363 
PR00399D 12.72 6.33e-10 368-378 
IPB000008C 23.37 9.76e-10 175-214 
PR00399B 14.30 6.57e-09 160-173 
PR00399A 15.05 8.65e-09 276-291 


854 


IPB002618 


UTP— glucose- 1 -phosphate 
uridylyltransferase 


IPB002618D 29.24 9.88e-09 182-224 


855 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 141-179 
IPB002870E 1 1.90 4.67e-14 391-403 
IPB002870F 18.81 7.00e-13 432-456 
IPB002870D 16.31 6.62e-12 360-375 


855 


1PB001762 


Disintegrin 


IPB001762A 23.93 1.40e-l 1 336-376 


855 


IPB000130 


'Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 5.l5e-ll 389-399 


855 


PR00480 


Astacin family signature II 


PR00480B 14.35 4.54e-10 384402 


855 


PR01303 


Plasmodium circumsporozoite 
protein signature IV 


PR01303D 10.57 4.71e-10 953-970 
PR01303D 10.57 2.75e-09 833-850 


855 


IPB001670 


Iron-containing alcohol 
dehydrogenase 


IPB001670D 13.90 5.50e-09 157-172 
IPB002870C 11.01 5.68e-09 317-327 
PR01303D 10.57 6.38e-09 552-569 


855 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862A 12.54 6.66e-09 540-555 


856 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952A 6.70 S.00e-09 14-28 


857 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H 2.61 4.1 le-09 58-72 


857 


IPB002989 


Mycobacterial pentapeptide repeats 


IPB002989C 13.82 8.67e-09 48-87 


858 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H 2.61 4.1 le-09 51-65 


859 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.26e-26 254-306 


859 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 6.77e-24 265-318 
IPB000885B 19.15 9.30e-24 247-300 
IPB000885B 19.15 1.42e-23 244-297 
IPB001442A 26.12 5.96e-23 257-309 
IPB001442A 26.12 8.83e-23 266-318 
IPB001442A 26.12 8.96e-23 239-291 
IPB000885B 19.15 9.45 


859 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e-16 227-246 


859 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 333-349 
IPB001442A 26.12 8.12e-16 272-324 
IPB000885A 11.46 4.16e-15 255-292 
IPB000885B 19.15 5.76e-15 274-327 
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IPB000885A 11.46 5.86e-15 270-307 
IPB001442A 26.12 7.88e~15 230-282 
IPB000885A 11.46 2.87e-14 276-313 
IPB000885B 19.15 3.43e-14 229-282 
IPB000885B 19.15 4.13e-14 277-330 
IPB000885A 11.46 5.44e-14 243-280 
IPB000885A 11.46 7.78e-14 285-322 
IPB000885B 19.15 7.88e- 14 280-333 


859 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 263-297 
IPB000885B 19.15 5.21e-13 226-279 
IPB001073A 22.14 5.79e-13 269-303 
PR00258B 7.94 8.42e-13 352-363 
IPB001442B 12.38 9.00e-13 270-290 
IPB001442A 26.12 9.16e-13 227-279 
IPB001073A 22.14 1.54e-l 


859 


IPB000817 


Prion protein 


IPB000817A 8.34 5.85e-10 244-286 
IPB001073A 22.14 6.80e-10 287-321 
IPB000817A 8.34 8.22e-10 247-289 
IPB001442B 12.38 8.46e-10 246-266 
IPB000885A 1 1.46 9.32e-10 234-271 
IPB001442A 26.12 9.42e-10 284-336 
IPB000885A 11.46 9.61e-10 288-325 
IPB001442B 12.38 1.24e-09 264-284 
IPB001442A 26.12 1.63e-09 221-273 
IPB001073A 22.14 2.83e-09 251-285 
IPB001073A 22.14 3.53e-09 284-318 
IPB001442B 12.38 4.65e-09 291-311 
IPB001442B 12.38 4.77e-09 249-269 
IPB001073A 22.14 5.64e-09 278-312 
IPB000885A 11.46 5.87e-09 291-328 
IPB001442B 12.38 6.11e-09 273-293 
IPB001442B 12.38 6.84e-09 294-314 
IPB001073A 22.14 7.61e-09 239-273 


860 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.26e-26 314-366 


860 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 307-360 
IPB000885B 19.15 6.77e-24 325-378 
IPB000885B 19.15 1.69e-23 304-357 
IPB001442A 26.12 5.96e-23 317-369 
IPB001442A 26.12 6.35e-23 299-351 
IPB001442A 26.12 8.83e-23 326-378 
IPB000885B 19.15 1.26 


860 


PR01408 


Macrophage scavenger receptor 
signature VIII 


PR01408H 14.32 5.76e-16 287-306 \ 


860 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-l6 393-409 
IPB001442A 26.12 8.12e-16 332-384 
IPB000885A 11.46 4.16e-15 315-352 
IPB000885B 19.15 5.76e-15 334-387 
IPB000885A 11.46 5.86e-15 330-367 
IPB000885B 19.15 7.35e-15 289-342 
IPB001442A 26.12 7.88e-15 290-342 
IPB000885A 11.46 2.87e-14 336-373 
IPB000885B 19.15 4.13e-14 337-390 
IPB000885A 11.46 5.91e-14 303-340 
IPB000885A 11.46 7.78e-14 345-382 
IPB000885B 19.15 7.88e-14 340-393 


860 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 323-357 
IPB000885B 19.15 5.70e-l3 286-339 
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IPB001073A 22.14 5.79e-13 329-363 
IPB001442A 26.12 7.28e-13 287-339 
PR00258B 7.94 8.42e-13 412-423 
IPB001442B 12.38 9.00e-13 330-350 
IPB001073A 22.14 1.54e-l 


860 


IPB000817 


Prion protein 


IPB000817A 8.34 5.65e-10 304-346 
IPB001073A 22.14 6.03e-10 311-345 
IPB001073A 22.14 6.80e-10 347-381 
PR00258C 9.05 7.l5e-10 427-437 
PR00258D 14.29 8.06e- 10 458-472 
IPB000817A 8.34 8.42e-10 307-349 
IPB001442A 26.12 9.42e-10 344-396 
IPB000885A 11.46 9.61e-10 348-385 
IPB001073A 22.14 9.69e-10 299-333 
IPB000885B 19.15 9.83e-10 283-336 
IPB000885A 1 1.46 9.90e-10 294-331 
IPB001442B 12.38 1.24e-09 324-344 
IPB001442A 26.12 2.41e-09 281-333 
IPB001442B 12.38 2.70e-09 309-329 
IPB001073A 22.14 3.53e-09 344-378 
IPB001442B 12.38 4.65e-09 351-371 
IPB001073A 22.14 5.64e-09 338-372 
IPB000885A 11.46 5.87e-09 351-388 
IPB001442B 12.38 6.11e-09 333-353 
IPB001442B 12.38 6. 84e-09 354-374 
PR01408B 9.21 9.84e-09 58-83 


862 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.20e-22 222-247 
IPB000822 14,67 5.09e-21 306-331 
IPB000822 14.67 5.50e-20 474-499 
IPB000822 14.67 7.00e-20 446-471 
1PB000822 14.67 3.25e-19 390-415 
IPB000822 14.67 4.00e-19 194-219 
IPB000822 14.67 7.00e-19 278-303 
IPB000822 14.67 4.46e-18 362-387 
IPB000822 14.67 6.14e-17 250-275 
IPB000822 14.67 3.40e-16 41 8-443 
IPB000822 14.67 4.00e-16 334-359 


862 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 415-428 
PR00048A 9.94 8.07e-13 219-232 
PR00048A 9.94 3.12e-12 387-400 
PR00048A 9.94 4.71e-12 247-260 
PR00048A 9.94 4.71e-12 331-344 
PR00048B 5.52 7.00e-12 487-496 


862 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 7.04e-12 266-305 
PR00048A 9.94 7.88e-12 499-512 
PR00048A 9.94 1.95e-ll 471-484 
PR00048A 9.94 4.32e-ll 443-456 
PR00048B5.52 5.50e-ll 319-328 
PR00048A 9.94 1.00e-10 191-204 
IPB001275 19.17 1.36e- 10 294-333 
IPB001275 19.17 1.49e-10 350-389 
PR00048A 9.94 5.09e-10 303-316 
IPB001275 19.17 5.14e-10 378-417 


862 


EPB002817 


ThiC family 


IPB002817H 1 1.39 5.42e-10 217-232 
PR00048A 9.94 5.9le-10 359-372 
IPB001275 19.17 8.18e-10 182-221 
IPB001275 19.17 9.15e-10 322-361 
PR00048B 5.52 9.36e-10 375-384 
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IPB001275 19.17 9.39e-10 210-249 
IPB001275 19.17 9.39e-10 238-277 
PR00048B 5.52 2.00e-09 207-216 
IPB000822 14.67 2.13e-09 502-527 
PR00048B 5.52 2.50e-09 459-468 
IPB001275 19.17 2.71e-09 462-501 
PR00048B 5.52 3.00e-09 403-412 
IPB001275 19.17 3.62e-09 406-445 
PR00048A 9.94 4.38e-09 275-288 


862 


IPB000306 


"FYVEZn-finger, 
rabptolin/VPS27/FABl type" 


PB000306 8.96 4.71e-09 218-230 
PR00048B 5.52 5.50e-09 291-300 
IPB000306 8.96 5.76e-09 498-510 
IPB0O03O6 8.96 6.03e-09 302-314 
PR00048B 5.52 7.00e-09 235-244 
DPB002817H 11.397.34e-09 301-316 
IPB001275 19.17 8.18e-09 434-473 


862 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 243-277 


864 


IPB000571 


Zinc finger C-x8-C-x5-C-x3-H type 


IPB000571 11.41 6.54e-10 66-76 


864 


PR01218 


Pistil-specific extensin-like signature 
II 


PR01218B 8.47 9.12e-09 140-163 


865 


PR00320 


G protein beta WD-40 repeat 
signature II 


PR00320B 12.82 5.68e-10 225-239 
PR00320A 13.15 7.48e- 10 225-239 


865 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 4.15e-09 227-238 
PR00320C 12.32 9.67e-09 225-239 


867 


IPB000954 


Aminotransferase class-ID pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 291-330 
IPB000954A 20.25 7.12e-18 98-127 
IPB000954D 13.61 5.74e-17 377-395 
IPB000954C 12.88 9.44e-14 340-355 


868 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21.02 9.25e-25 188-227 
IPB000954D 13.61 5.74e- 17 274-292 
IPB000954C 12.88 9.44e-14 237-252 


869 


IPB001254 


"Serine proteases, trypsin family" 


EPB001254C 16.54 2.50e-17 270-289 


869 


IPB000177 


Apple domain 


IPB000177O 14.39 l.lle-15 267-295 
IPB001254A 9.98 6.14e-15 88-104 \ 


869 


PR00722 


Chymotrypsin serine protease family 
(SI) signature III 


PR00722C 10.74 3.08e-14 236-248 
PR00722A 12.06 4.54e-14 89-104 
IPB001254B 15.01 7.14e-14 237-260 


869 


IPB000001 i 


Kringle 


IPB000001D 11.31 7.56e-12 88-104 
IPB000001H 12.24 2.50e-l 1 239-249 
IPB000177N 10.17 3.23e-l 1 229-263 
IPB000177K 13.19 2.57e-10 90-122 
PR00722B 12.69 6.85e-10 145-159 


873 


1PB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 6.19e-15 343-390 


873 


PR00010 


Type II EGF-like signature I 


PR00010A 12.91 4.94e-13 46-57 


873 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.55e-13 541-556 
IPB001862F 29.39 8.07e-13 553-600 
IPB001862F 29.39 9.14e-13 515-562 
IPB001862F 29.39 3.07e-12 35-82 
IPB001862F 29.39 3.79e-12 73-120 
IPB001862F 29.39 4.10e-12 304-351 
IPB000152 8.86 6.04e-12 61-76 
IPB001862F 29.39 8.45e-12 477-524 
IPB001862F 29.39 8.45e-12 1031-1078 
IPB000152 8.86 3.89e-l 1 137-152 
IPB001862F 29.39 4.00e-ll 153-200 
IPB000152 8.86 4.86e-ll 179-194 
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IPB001862F 29.39 6.70e-l 1 381-428 
PR00010C 6.98 7.38e-ll 374-384 


873 


IPB001881 


Calcium-binding EGF-Iike domain 


IPB001881B 12.28 7.63e-ll 137-148 
PR00010C 6.98 9.25e-ll 66-76 
IPB001862F 29.39 9.50e-ll 265-312 
PR00010A 12.91 1.00e-10 564-575 
IPB000152 8.86 1.84e-10 369-384 
PR00010A 12.91 2.38e-10 354-365 
IPB001862F 29.39 2.63e-10 1 1 1-158 
PR00010A 12.91 2.73e-10 488-499 


873 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 2.92e-10 170-190 


873 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


LPB000033B 7.05 3.03e-10 374-384 
PR00764F 15.74 3.16e-10 52-72 
PR00764F 15.74 3.52e-10 321-341 
PR00010C 6.98 3.90e-10 546-556 
IPB001881B 12.28 4.00e-l 0541-552 
IPB000152 8.86 4.66e-10 503-518 
IPB001881A 8.72 4.86e-10 280-289 
PR00010A 12.91 5.50e-10 122-133 


873 


IPB002899 


EB module 


IPB002899B 11.81 5.59e- 10 243-255 
IPB000152 8.86 6.06e-10 407-422 
IPB000033B 7.05 6.23e-10 296-306 
IPB000152 8.86 6.63e-10 291-306 
IPB001881A 8.72 7.43e- 10 319-328 
IPB001881A 8.72 7.43e-10 530-539 
IPB001881A 8.72 8.07e-10 126-135 
IPB001881B 12.28 8.29e- 10 255-266 
IPB000152 8.86 8.31e-10 23-38 
PR00764F 15.74 8.44e-10 360-380 
PR00764F 15.74 8.44e-10 570-590 
IPB001881A 8.72 9.36e-10 168-177 
PR00764F 15.74 9.52e- 10 398-418 
IPB000152 8.86 9.72e-10 255-270 
PR00010C 6.98 1.00e-09 296-306 
IPB001881A 8.72 2.20e-09 1046-1055 


873 


PR0001L 


Type III EGF-like signature D 


PR00011B 13.08 2.23e-09 63-81 
IPB001881B 12.28 2.57e-09 179-190 
IPB001881 A 8.72 2.80e-09 358-367 


873 


IPB003884 


Factor I membrane attack complex 


IPB003884C 13.00 2.83e-09 572-590 


873 


IPB000561 


EGF-like domain 


IPB000561 4.89 2.93e-09 626-634 
PR00010C 6.98 3.63e-09 28-38 
IPB000561 4.89 4.21e-09 378-386 


873 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 4.33e-09 70-94 
IPB000561 4.89 4.86e-09 108-116 
IPB000359A 23.24 4.91e-09 108-132 
PR00010C 6.98 6.05e-09 184-194 
IPB001881A 8.72 6.40e-09 50-59 


0*70 

873 


1FBUUUU34 


Laminin B 


IPB000034C 12.97 6.49e-09 70-88 
PR00010A 12.91 7.27e-09 164-175 
PR00010A 12.91 7.27e-09 315-326 


873 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB0O1886C 24.54 7.40e-09 300-339 
IPB000561 4.89 7.43e-09 223-231 
IPB000561 4.89 7.43e-09 550-558 
PR00011D 12.12 7.81e-09 371-389 
IPB000152 8.86 8.11e-09 330-345 
IPB000359A 23.24 8. 24e-09 512-536 


873 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 8.62e-09 75-120 
PR00010C 6.98 8.68e-09 412-422 
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PR00764F 15.74 9.20e-09 282-302 
IPB000033B 7.05 9.29e-09 546-556 
IPB001862F 29.39 9.36e-09 591-638 
IPB001881A 8.72 9.40e-09 568-577 
PR00764F 15.74 9.43e-09 532-552 
PR00010A 12.91 9.45e-09 526-537 
PR00011D 12.12 9.74e-09 25-43 
IPB000033B 7.05 1.00e-08 66-76 


874 


PR00960 


LmbP protein signature I 


PR00960A 10.63 4.67e-09 78-93 


875 


IPB000043 


S-adenosyl-L-homocysteine 
hydrolase 


IPB000043D 24.21 1.00e-40 235-289 
IPB000043E21.il 1.00e-40 298-350 
IPB000043A 16.26 4.72e-33 119-156 
IPB000043H 17.16 1.72e-29 459-493 
IPB000043F 16.20 2.55e-24 351-377 
IPB000043G 18.51 3. 25e-24 411-448 
IPB000043B 18.62 5.95e-23 158-191 
IPB000043G 18.51 7.16e-15 412-449 
EPB000043C 8.96 9.61e-15 202-216 


878 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2.64e- 10 222-234 


879 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2. 64e~ 10 222-234 


880 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 181-217 
IPB002181D 29.18 7.32e-15 243-283 
IPB002181C 15.87 2.64e-10 222-234 


883 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
lrr>UU2(JZ7fc> 12.0 / 7.y7e-I2 loU-iyy 


oo4 


TDDfkftl *7T> 

IroUUl / 11 


Kinase associated domain 1 


LPB001772E 24.88 4.03e-10 620-659 


884 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB0OO861D 13.61 7.34e- 10 97-133 


884 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 8.45e-09 99-133 


884 


1PB003527 


MAP kinase 


IPB003527D 21.53 9.15e-09 462-503 


885 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 34-58 


891 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.72e-10 103-140 


891 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 1.31e-09 155-169 
PR00049D 0.00 6.80e-09 156-170 


892 


PR00503 


Bromodomain signature IV 


PR00503D 19.24 3.57e-21 421-440 


892 


IPB001487 


Bromodomain 


IPB001487B 17.44 2. 13e-19 412-433 
PR00503B 10.44 4.37e-19 94-110 
IPB001487A 11.44 5.20e-19 95-113 
PR00503C 19.09 4.00e-17 110-128 
IPB001487A 11.44 9.53e-16 388-406 
PR00503A 14.57 4.00e-14 78-91 
PR00503B 10.44 8.64e-14 387-403 


892 


IPB001359 


Synapsin 


IPB001359H 22.58 L65e-13 752-802 
PR00503D 19.24 9.25e-13 128-147 
IPB001487B 17.44 1.58e-12 119-140 
PR00503C 19.09 6.70e-ll 403^21 


892 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.87e-l 1 755-769 
PR00049D 0.00 9.47e-ll 756-770 
IPB001359H 22.58 9.70e-ll 979-1029 


892 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 4.80e-10 966-984 



I 
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892 


IPB003861 


E4 protein 


IPB003861B 9.06 4.86e-10 979-993 


892 


IPB001505 


"Cu(A) centre of cytochrome c 
oxidase, subunit II and nitrous oxide 
reductase" 


IPB001505B 15.93 5.94e-10 406-455 
PR00209B 4.73 6.90e-10 968-986 
IPB001359H 22.58 7.40e-10 753-803 


892 


PR01471 


Histamine H3 receptor signature V 


PR01471E5.41 7.44e-10 765-780 
IPB001359H 22.58 7.77e-10 962-1012 
PR00209B 4.73 9.80e-10 752-770 
IPB001505A 18.04 1.17e-09 93-140 
PR00049D 0.00 2.22e-09 748-762 
IPB003861B 9.06 3.15e-09 763-777 
PR00049D 0.00 3.29e-09 972-986 
IPB001359H 22.58 3.88e-09 757-807 
PR01471E 5.41 4.03e-09 981-996 
PR01471E5.41 4.23e-09 1019-1034 
IPB003861B 9.06 4.52e-09 754-768 


892 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 485-524 
IPB001359H 22.58 5.19e-09 941-991 
PR01471E 5.41 5.99e-09 755-770 
PR00503A 14.57 6.81e-09 371-384 
IPB001359H 22.58 7.03e-09 765-815 
IPB001359H 22.58 7.03e-09 970-1020 


892 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 239-260 


892 


PR01503 


Treacher Collins syndrome protein 
Treacle signature II 


PR01503B 3.77 7.64e-09 702-715 


892 


IPB000574 


Tymovirus coat protein 


IPB000574A 32.18 7.78e-09 254-301 


892 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 255-267 
IPB001359H 22.58 8.25e-09 978-1028 
IPB001359H 22.58 8.51e-09 193-243 
IPB001359H 22.58 8.51e-09 745-795 
IPB001359H 22.58 9.04e-09 754-804 


892 


IPB001978 


Troponin 


IPB001978B 22.99 9.15e-09 530-561 
PR00209B 4.73 9.90e-09 758-776 


893 


IPB003112 


Olfactomedin-like domain 


IPB003112C 13.54 4.69e-33 343-383 
IPB003112E 16.12 5.24e-33 416-458 
IPB003112B 14.91 6. 65e-27 269-320 
IPB003112D 17.44 9.58e-23 384-410 
IPB0031 12A 14.44 2.97e-13 230-245 


893 


PRO 1 444 


Latrophilin receptor signature V 


PR01444E 11.17 7.70e-12 346-361 


893 


t%t* f\r\r\ rrs 

PR00952 


Type III secretion system inner 
membrane Q protein family signature 
III 


PR00952C 21.25 2.04e-09 7-29 


893 


IPB002862 


Protein of unknown function DUF16 


IPB002862C 11.30 9.59e-09 80-102 i 


894 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 4.12e-21 92-132 


894 


PR00290 


Kazal-type serine protease inhibitor 
signature I 


PR00290A 13.80 3.61e-12 92-102 




Li I>\J\Jj\J\JO 


Immunoglobulin and major 
histocompatibility complex domain 


lrr>Ul)3U0or> 20.23 1.36e-10 390-427 


894 


PR00450 


Recoverin family signature III 


PR00450C 11.99 5.04e-09 182-203 


895 


IPB001511 


Aminotransferases class-I 


IPB001511B 11.54 3.14e-ll 177-191 


895 


PR00753 


1 -aminocyclopropane- 1 -carboxylate 
synthase signature V 


PR00753E 10.09 9.22e-ll 171-195 
IPB001511C 12.45 9.07e-10 243-256 


896 


IPB001781 


LIM domain 


IPB001781 11.42 3.37e-l2 102-112 
IPB001781 1 1.42 2.04e-10 173-183 
IPB001781 1 1.42 4.60e-09 43-53 
IPB001781 1 1.42 7.90e-09 231-241 


896 


IPB003452 


Stem cell factor 


IPB003452C 13.68 9.29e-09 525-558 
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897 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 512-553 


897 


IPB001772 


Kinase associated domain 1 


IPB001772B 18.27 4.79e-24 409-454 


897 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 516-554 


897 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-l 6 518-567 


897 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 491-543 


897 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.94e-15 586-623 
IPB001772E 24.88 2.25e-14 574-613 
IPB000961B 17.79 2.37e-14 412-443 
IPB001245A 22.45 6.88e-14 460-500 
IPB000961A 16.82 7.75e-14 355-389 
IPB001772C 20.66 9.62e-14 455-485 
IPB001772D 21.67 4.73e-13 523-562 
IPB000959B 15.68 3.18e-ll 444-484 
IPB001772A 13.64 5.22e-l 1 353-384 
IPB003527D 21.53 6.02e-l 1 509-550 
IPB000861E 16.40 9.36e-l 1 399-444 


897 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 9.65e-10 520-574 
IPB003527C 14.70 2.54e-09 452-500 
IPB000861D 13.61 2.99e-09 353-389 
IPB000961C 15.48 3.45e-09 467-501 


897 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 3.81e-09 467-485 
IPB000959D 27.01 5.31e-09 567-619 
IPB000959A 7.12 7.62e-09 356-368 


898 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 699-740 


898 


IPB001772 


Kinase associated domain 1 


IPB001772B 18.27 4.79e-24 596-641 


898 


1PB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 2.80e-19 703-741 


898 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 705-754 


898 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 8.03e-15 678-730 


898 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.94e-15 773-810 
IPB001772E 24.88 2.25e-14 761-800 
IPB000961B 17.79 2.37e-14 599-630 
IPB001245A 22.45 6.88e-14 647-687 
IPB000961A 16.82 7.75e-l 4 542-576 
IPB001772C 20.66 9.62e-14 642-672 
IPB001772D 21.67 4.73e-13 710-749 


898 


IPB003533 


Doublecortin 


IPB003533F 11.80 5.30e-12 161-194 
IPB000959B 15.68 3.18e-ll 631-671 
IPB001772A 13.64 5.22e-ll 540-571 
IPB003527D 21.53 6.02e-ll 696-737 
IPB000861E 16.40 9.36e-ll 586-631 


898 


IPB000095 


PAK-box /P21 -Rho-binding 


IPB000095F 16.47 9.65e-10 707-761 
IPB003527C 14.70 2.54e-09 639-687 
IPB000861D 13.61 2.99e-09 540-576 
IPB000961C 15.48 3.45e-09 654-688 


898 


T>r> Art i f\n ! 

PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 3.81e-09 654-672 
IPB000959D 27.01 5.31e-09 754-806 
IPB000959A 7.12 7.62e-09 543-555 
IPB003533E 7.28 8.25e-09 105-144 


900 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 131-165 
IPB001073A 22.14 4.48e-20 85-1 19 


900 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 54-107 


900 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 55-107 
IPB000885B 19.15 7.48e- 19 60-113 
IPB000885A 11.46 1.97e-18 62-99 
IPB000885A 11.46 2.94e-18 68-105 
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900 


PR00007 


Complement C1Q domain signature 

in 


PR00007C 16.13 3.67e-18 199-220 
IPB001442A 26.12 l.lle-17 64-116 
PR00007A 20.64 1.84e-17 124-150 
IPB001442A 26.12 1.87e-17 70-122 
IPB000885B 19.15 5.39e-17 57-110 
IPB000885A 11.46 6.96e-17 65-102 
IPB000885B 19.15 8.87e-17 51- 


900 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 51-93 
LPB000885A 11.46 3.66e-09 19-56 
IPB001442A 26.12 4.13e-09 12-64 
IPB000885B 19.15 4. 19e-09 26-79 
IPB000885A 11.46 4.77e-09 86-123 
IPB001442A 26.12 4.83e-09 24-76 
IPB001442B 12,38 5.99e-09 37-57 
IPB001442A 26.12 6.17e-09 21-73 
IPB000885B 19.15 7.55e-09 36-89 
IPB001442B 12.38 7.57e-09 71-91 
IPB001442A 26.12 8.36e-09 9-61 
IPB001442B 12.38 8.54e-09 89-109 
IPB001073A 22.14 8.59e-09 30-64 
IPB000885B 19.15 8.69e-09 78-131 
EPB001442B 12.38 9.64e-09 74-94 


901 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074A 11.45 9.84e-09 7-24 


902 


LPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 407-448 


902 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 427-445 


902 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D2.13 8.67e-ll 183-207 
IPB000135D2.13 2.96e-10 184-208 


902 


1PB001580 


Calreticulin family 


IPB001580F 2.93 4.94e-10 189-198 
IPB001580F2.93 4.94e-10 190-199 
IPB001580F 2.93 4.94e-10 191-200 
IPB002360C 15.36 5.93e-10 416-457 
IPB000135D 2.13 7.46e-10 186-210 
IPB000135D 2.13 7.46e-10 187-211 
IPB000135D 2.13 9.22e-10 185-209 
IPB002360C 15.36 X50e-09 396-437 
IPB002360C 15.36 2.50e-09 415-456 
IPB000135D 2.13 3.55e-09 182-206 
1PB000135D 2.13 4.27e-09 188-212 
IPB000135D 2.13 4.91e-09 181-205 


902 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 421-471 
IPB002360C 15.36 5.20e-09 404-445 


902 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 5.61e-09 184-219 
IPB002360C 15.36 5.70e-09 413-454 
IPB002360C 15.36 6.10e-09 389-430 


902 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 382-432 
IPB002360C 15.36 8.80e-09 419-460 




irDUUV/'roJ 


i^eucine ncn repeal ^-terminal 
domain 


TDDAAA/1 01 11 IOC C/l« 1 1 T7 CI 

11*0001)403 11.18 5.5 0e- 13 37-51 


905 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 9.33e-105-18 


906 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 55-92 


908 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 1041-1067 
PR00457D 18.35 1.53e-20 1016-1036 
PR00457C 18.81 9.42e-15 998-1016 
PR00457G 14.17 4.48e-14 1221-1241 
PR00457H 14.82 5.85e-13 1292-1306 
PR00457F 14.42 6.32e-12 1094-1104 
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908 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 156-170 
PR00457B 12.43 2.29e-10 846-861 


908 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20.23 8.92e-10 448-485 
IPB003006B 20.23 9.28e-10 259-296 


909 


PR00457 


Animal haem peroxidase signature V 


PR00457B 19.97 8.45e-24 1072-1098 
PR00457D 18.35 1.53e-20 1047-1067 
PR00457C 18.81 9.42e-15 1029-1047 
PR00457G 14.17 4.48e-14 1252-1272 
PR00457H 14.82 5.85e-13 1323-1337 
PR00457F 14.42 6.32e-12 1125-1135 


909 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 187-201 
PR00457B 12.43 2.29e-10 877-892 


909 


IPB0O3O06 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 383-420 
IPB003006B 20.23 8.92e-10 479-516 
IPB003006B 20.23 9.28e-10 290-327 


910 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 934-960 
PR00457D 18.35 1.53e-20 909-929 
PR00457C 18.81 9.42e-15 891-909 
PR00457G 14.17 4.48e-14 1114-1134 
PR00457H 14.82 5.85e-13 1185-1199 
PR00457F 14.42 6.32e-12 987-997 
PR00457B 12.43 2.29e- 10 739-754 


910 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 329-366 
IPB003006B 20.23 8.92e-10 425-462 
IPB003006B 20.23 9.28e-10 236-273 


910 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 6.73e-09 73-86 


911 


PR00010 


Type II EGF-like signature I 


PR00010A 12.91 7.75e-13 43-54 


911 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 5.45e-12 925-972 
IPB001862F 29.39 7.21e-12 559-606 


911 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.48e-12 1 17-132 
PR00010A 12.91 1.00e-ll 102-113 
PR00010A 12.91 4.27e-ll 168-179 


911 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.00e-l 1 88-96 
IPB001862F 29.39 8.70e-l 1 846-893 


911 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 2.7le-10 843-867 
PR00010C 6.98 3.61e-10 122-132 


911 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881A 8.72 4.21e-10 574-583 
IPB000152 8.86 4.66e-10 183-198 
IPB000561 4.89 4.75e-10 126-134 
IPB001881A 8.72 6.79e-10 940-949 
PR00010C 6.98 7.10e~10 877-887 
PR00010C 6.98 7.68e-10 230-240 
PR00010C 6.98 1.22e-09 590-600 


911 1 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 1.34e-09 942-962 
IPB001881B 12.28 L78e-09 183-194 
PR00764F 15.74 3.28e-09 576-596 
IPB000359A 23.24 3.35e-09 88-112 
IPB000561 4.89 4.21e-09 881-889 
IPB000152 8.86 4.79e-09 834-849 
IPB001862F 29.39 6.23e-09 91-138 
IPB001881A 8.72 7.00e-09 106-115 
IPB001881B 12.28 7.65e-09 117-128 
PR00010C 6.98 7.80e-09 84-94 


911 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 8.34e-09 877-887 
IPB000152 8.86 8.58e-09 872-887 


911 


IPB003884 


Factor I membrane attack complex 


IPB003884F 16.26 8.71e-09 177-192 
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913 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8. Ole- 10 240-292 


913 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421A 21.21 7.85e-09 43-62 


913 


IPB002360 


Involucrin 


IPB002360C 15.36 8.00e-09 373-414 


914 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 147-187 
IPB003117D 18.87 1.00e-40 198-238 
IPB003117G 17.45 8.50e-33 341-375 
IPB0031 17A 22.23 5.50e-26 24-56 
IPB003117E 18.84 5.85e-23 287-315 


914 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 321-346 


914 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-18 173-187 
EPB000595B 15.72 7.50e- 18 279-302 
IPB003117F 17.26 l.OOe- 17 323-337 
IPB000595B 15.72 4.43e-16 161-184 
PR00103A 9.07 7.75e-16 158-172 
IPB003117C 17.01 2.96e-15 265-305 
IPB003117D 18.87 4.14e-15 322-362 
PR00103E 12.91 5.91e-14 355-367 
PR00103D 10.18 2.93e-13 334-345 
IPB000595C 23.31 4.60e-13 197-222 
PR00103C 13.28 1.84e-ll 322-331 
PR00103D 10.18 2.98e-10 210-221 
IPB003117E 18.84 3.57e-10 157-185 
IPB0031 17E 18.84 5.43e-10 275-303 
IPB003117F 17.26 1.50e-09 199-213 
PR00103A 9.07 8.1 le-09 276-290 


915 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 602-61 1 


916 


1PB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 521-563 
IPB000907G 22.23 1.87e-34 371-413 
IPB000907F 21.29 1.00e-28 338-370 
IPB0009071 27.52 9.79e-28 460-513 


916 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.4 le-22 418-440 


916 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 373-393 
IPB000907C 16.09 7.17e-21 221-247 
IPB000907E 15.16 l.OOe- 18 296-320 
PR00467E 9.17 2.10e-17 293-312 
PR00467D 17.16 9.57e-17 196-217 
IPB000907D 18.70 2.67e-l 6 262-289 
PR00087A 20.06 3.52e-15 335-352 
PRO0087B 13.69 5.11e-15 353-370 
IPB000907B 14.10 2.50e-13 160-175 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-l3 434-450 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-ll 576-593 
IPB000907A 16.20 4.21e-10 94-103 
PR00467C9.34 7.65e-10 134-148 


917 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e»21 194-220 
IPB000907E 15.16 1.00e-18 269-293 


917 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 266-285 
PR00467D 17.16 9.57e-17 169-190 
IPB000907D 18.70 2.67e-16 235-262 
IPB000907B 14.10 2.50e-13 131-146 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.88e-12 57-76 
IPB000907A 16.20 4.21e-10 94-103 
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918 


IPB000907 


Lipoxygenase 


IPB000907C 16.09 7.17e-21 223-249 
IPB000907E 15.16 1.00e-18 298-322 


918 


PR00467 


Mammalian lipoxygenase signature 
V 


PR00467E 9.17 2.10e-17 295-314 
PR00467D 17.16 9.57e-17 198-219 \ 
IPB000907D 18.70 2.67e-16 264-291 
IPB000907B 14.10 2.50e-13 160-175 
PR00467A 8.38 3.29e-13 11-28 
PR00467B 14.98 5.88e-12 57-76 
IPB000907A 16.20 4.21e-10 94-103 
PR00467C 9.34 7.65e-I0 134-148 


927 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 1.71e-31 37-79 
IPB001774D 19.23 3.32e-25 83-129 


927 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.57e-12 39-57 


927 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 1.00e-10 189-204 
IPB001774C 18.25 2.15e-10 68-110 


927 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 3.90e-10 113-123 


927 


IPB000359 


Cystine-knot domain 


IPB000359A 23.24 4.86e-10 160-184 


927 


IPB000034 


Laminin B 


IPB000034C 12.97 6.42e-10 236-254 
PROOOUB 13.08 7.88e-10 39-57 


927 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.25e-10 46-54 


927 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 9.67e-10 44-60 
PR00010A 12.91 L27e-09 174-185 
PR00010C 6.98 2.54e-09 194-204 


927 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 2.65e-09 201-248 
IPB000152 8.86 6.21e-09 108-123 
PR00011A 14.05 6.88e-09 39-57 


927 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.79e-09 252-277 
IPB001862F 29.39 8.53e-09 163-210 
IPB000034A 22.21 9,00e-09 96-131 
IPB000152 8.86 9.29e-09 227-242 


927 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 126-166 


928 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 7.80e-09 1-15 


930 


IPB001248 


"Permeases for cytosine/purines, 
uracil, tbiamine, allantoin" 


IPB001248A 28.27 5.94e-10 238-273 


930 


IPB000390 


"Integral membrane protein, DUF7" 


IPB000390B 26.91 6.96e- 10 217-271 


931 


IPB001359 


Synapsin 


IPB001359H 22.58 9.63e-10 47-97 


932 


PR00336 


Lysosome-associated membrane 
glycoprotein signature IV 


PR00336D 10.26 5.99e-092-24 


933 


IPB002467 


"Methionine aminopeptidase, 
subfamily 1" 


IPB002467C 17.56 2.29e-30 169-197 
IPB002467B 12.68 2.50e-23 143-164 
IPB002467F 18.38 1.71e-21 299-329 


933 


PR00599 


Methionine aminopeptidase- 1 
signature II 


PR00599B 10.21 8.00e-17 173-189 
IPB002467D 14.78 5.50e-15 242-267 
PR00599A 11.84 9.63e-14 151-164 
IPB002467E 1 1.05 7.75e-12 275-287 
PR00599D 14.43 5.03e-l 0273-285 
lrr>UUz4o/A Ij./j Z.o/e-Uy llD-liz 


933 


IPB001131 


Proline dipeptidase 


IPB001131D 11.56 5.18e-09 275-288 
IPB001131B 18.96 8.10e-09 173-194 


934 


IPB001463 


Sodium:alanine symporter family 


IPB001463A 16.70 5.87e-09 174-224 


938 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5. 09e-09 119-129 
IPB001478B 6.12 1.00e-08 137-146 


940 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 9.26e-09 307-328 


941 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 527-550 


941 


IPB003886 


Extracellular domain in nidogen 


1PB003886D 13.91 8.77e-15 237-256 


941 


EPB000152 


Aspartic acid and asparagine 


IPB000152 8.86 2.89e-14 110-125 
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hydroxylation site 




041 
y*t i 


IrDUU 1 oo i 


Calcium-binding EGF-like domain 


IPBUU1881B 12.28 5.00e-14 192-203 
IPB000152 8.86 1.00e-13 237-252 
IPBUUU152 8.80 1.82e-13 192-207 
JLrBUUIoelij 12.28 4.75e-13 110-121 


941 




uciui serrate ngana 


IPBUU1 / /4C 18.25 9.13e-13 72-114 

iPQnnnoQcn 1*7 oa i nn« 10 ><ia >foo 
jurJouuuyyoD i/.zu i.uue-12 41U-422 


941 


PR00020 


nA AAA Hnmoin cionafiiro T 
iVLrVIYI UUIIialll olgllalUlG 1 


PPflftfiOOA OA /I O O QO/» 1 1 /IAO AO£. 

IPB000998C 18.63 5.30e-ll 464-479 

TPR A ni8B1"R IO 08 8 ^8<* 1 1 OlO 0,48 


941 


PR00907 


Thrombomodulin signature II 


PR00907B 11.502.44e-10 144-160 


941 


IPB000561 


EGF-like domain 


BPB000561 4.89 3.25e-10 81-89 


941 


IPB000033 


"Low-density lipoprotein (\d\) 
receptor, i wiu repeat 


EPB000033B 7.05 5.35e-10 242-252 
1PBUUUU33B 7.05 5.97e-09 197-207 


941 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 324-351 


yHl 


IrOUUjjO / 


Thrombospondin type 3 repeat 


IPB003367A 11.78 9.79e-09 159-179 


942 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 532-555 


942 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 242-261 




TI5DAAA1 CI 

IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 115-130 




on -t 

LtdUU 1 oo 1 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 197-208 
IPB000152 8.86 1.00e-13 242-257 
LPB000152 8.86 1.82e-13 197-212 
IPB001881B 12.28 4.75e-13 115-126 


942 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 77-119 
IPB000998B 17.20 l.OOe- 12 415-427 


ynz 


DDAAAOA. 

rKUUU2U 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 413-431 
IPB000998C 18.63 5.30e-ll 469-484 

TDDAA10O1Q 10 OO O CO„ 1 1 1A1 if i 

IrDUUloolrJ 12.2o o.5oe-ll 242-253 


049 




1 nromoomoGuun signature 11 


nn AAAATT> 11 CA 1 A A ~. 1 A 1 >t A 1 

PR00907B 1 1.50 2.44e-l0 149-1 65 


942 


EPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-l0 86-94 


04? 


IP Rflflftfttl 
LriJUUULFjJ 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 247-257 


049 




Otxl transcription factor signature II 


PR01256B 5.92 2.01e-09 23-35 
iroU0UU33b 7.05 5.97e-09 202-212 
PR01256B 5.92 6.46e-09 24-36 


942 


TPR00f)1fi7 


uenyunn 


TDDAAA1 C"1 A O CO 7 1d« A A 1in if/ 

IrBUOUlo/A o.Do 7.14e-09 329-356 


942 




1 iiroiTioosponain type j repeat 


IDQAAO'a^C'7 A 1 1 *70 A TA* AA 1^yl 1 Oyl 

lrnUU33o/A ll./o y.79e-09 164-184 


943 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-l7 986-1004 


043 


li Dul/uJ J J 


rw wr oomain 


IDDAAAH1 A O 1 C £. DO. 1C O^T/" 

1PB0003I3A 8. 15 6.88e-15 276-290 


943 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 


043 


TPR009? 1 Q 


u -T- — — — ; 

rhorbol esters/diacylglyceroi binding 

UUIIldlJi 


IPB002219B 12.53 5. 14e- 10 94-109 


943 


PROOSOI 
rxvv/v/JV/J 


oromoaomain signature 11 


DDAACA?D 1A A A 1 OO. AA 1 n 1 no 

PK00503B 10.44 7.38e-09 177-193 


943 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 762-783 
IPB002880B 1 1 76 0 Olp-flQ 7dd-70ft 


944 


IPB000313 


PWWP domain 


IPB000313A 8.15 6.88e-15 276-290 


944 


IPB001487 


Bromodomain 


IPB001487B 17.44 1. 3 2e- 1 3 202-223 
IPB001487A 11.44 9.33e-12 178-196 


944 


IPB002219 


Phorbol esters/diacylglycerol finding 
domain 


IPB002219B 12.53 5. 14e-10 94-109 


944 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


945 


IPB002893 


MYND zinc finger (ZnF) domain j 


IPB002893 16.28 4.52e-17 1032-1050 


945 


IPB000313 


PWWP domain 1 


IPB000313A 8.15 6.88e-15 276-290 


945 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 202-223 
IPB001487A 11.44 9.33e-12 178-196 
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945 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219I3 12.53 3.14e-10 94-109 


945 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 177-193 


945 


EPB002889 


WSC domain 


TTinrtnioon/*' c\ on o i o« nn *7^i too 

IPB002889C 9.89 o.l2e-09 762-783 

TD'QfiAOOOQ'D 1 1 7£ Q Qlp AO HAA *7Qfl 


946 


IPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 1037-1055 


946 


LPB000313 


PWWP domain 


TWnAAAT 1 1 A O 1i C DDn 1C 101 1AC 

IPB000313A 5.1 5 o.ooe-13 281-2*0 


946 


IPB001487 


Bromodomain 


IPB001487B 17.44 1.32e-13 207-228 

T'D'DrtAI A 0*7 A 1 1 A A Q lie* 1*> 1 Q1 OfH 

lri>UU14o/A 11.44 y.^3e-lZ 183-zUl 


946 


IPB002219 


Phorbol esters/diacylglycerol bmdmg 
domain 


iroUUzziyo Iz.jo D.i4e-iu yy-114 


946 


PR00503 


Bromodomain signature II 


PR00503B 10.44 7.38e-09 182-198 


946 


IPB002889 


WSC domain 


IPB002889C 9.89 8.12e-09 767-788 
IPB002889B 11.76 9.91e-09 749-795 


950 


PR00169 


Potassium channel signature VII 


PR00169G 11.30 5.96e-ll 467-489 


950 


PR01333 


Two pore domain K+ channel 
signature I 


PR01333A 18.74 7.08e-10 479-507 
PR01333B 10.39 5.95e-09 482-491 


950 


PR00206 


Connexin signature VI 


PR00206F 15.67 6. 01e-09 498-521 


951 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 441-481 


951 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.54e-20 114-152 


951 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e- 14 457-476 
IPB002870F 18.81 3.03e-14 385-409 
IPB002870E 11.90 2.46e-12 344-356 
IPB001762B 10.06 3.40e-12 488-498 
IPB001762A 23.93 9.20e-l 1 409-449 


951 


IPB000130 


"Neutral zinc metallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.56e-10 342-352 


951 


PR00138 


Matrixin signature IV 


PR00138D 14.57 2.54e-10 342-367 
IPB002870D 16.31 4.77e-10 310-325 


951 


PR00480 


Astacin family signature II 


PR00480B 14.35 5.57e-10 337-355 


951 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.43e-10 5-28 


951 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 336-367 
PR00289B 11.74 3. 80e-09 486-498 
IPB002870A 12.22 6.54e-09 68-84 


951 


PR01236 


Tumour necrosis factor beta 
(lymphotoxin-alpha) signature I 


PR01236A 4.92 7.49e-09 17-33 
IPB002870C 11.01 9.64e-09 278-288 


953 


IPB0O09O6 


ZU5 domain 


IPB000906E 22.1 1 5.55e-l 1 248-288 


953 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 251-263 
IPB000906D 23.89 6.59e-ll 316-370 
PR01415A 12.73 7.1 le-11 184-196 
PR01415A 12.73 7.43e-ll 152-164 
1PB000906F 35.93 5.85e-10 194-247 
PR01415B 10.23 5. 88e-09 263-275 
IPB000906G 25.85 6.69e-09 330-378 


953 


PR00898 


Vasopressin V2 receptor signature II 


PR00898B 4.91 7.69e-09 46-60 
IPB000906A 22.49 7.84e-09 177-219 


954 


IPB000471 


"Interferon alpha, beta and delta 
family" 


IPB000471A 27.36 3.61 e-32 45-98 


954 


PR00266 


Interferon alpha and beta subunit 
signature I 


PR00266A 13.41 9.59e- 14 67-79 


955 


PRO! 136 


Gap junction alpha-6 protein (Cx45) 
signature I 


PR01 136A 6.68 5.05e-09 203-209 


956 


PR00081 


Glucose/ribitol dehydrogenase family 
signature VI 


PR00081F 13.94 5.50e-13 152-172 
PR00081A 10.07 5.67e-13 34-51 
PR00081B 8.915.66e-ll 108-119 


956 


PR01397 


"2,3-dihydro-2,3-dihydroxybenzoate 
dehydrogenase signature VI" 


PR01397F 12.91 9.53e-ll 168-187 
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yjo 




Short-chain dehydrogenase/reductase 
(SDR) superfamily signature I 


ppaaaca A *7 OC 1 11** AO 1 AO 1 1 Q 

PR01397A 13.33 4.65e-09 39-56 


958 


IPB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.55e-13 30-52 


958 


PR00885 


Bacterial general secretion pathway 
protein H signature II 


PR00885B 8.16 9.14e-10 394-408 


958 


PR01319 


Glial cell line-derived neurotrophic 
factor receptor alpha 3 signature I 


PR01319A 3.85 3.93e-09 10-22 


959 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 224-250 
IPB000215E 15.36 6.06e-18 305-329 
IPB000215C 13.90 4.75e-17 122-136 
IPB000215B 9.87 3.84e-12 95-107 


960 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 292-318 
IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
1PB000215C 13.90 5.82e-ll 190-204 


961 


IPB000215 


Serpins 


IPB000215D 15.35 7.00e-22 292-318 
IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-18 373-397 
IPB000215C 13.90 4.75e-17 190-204 
1PB000215B 9.87 3.84e-12 163-175 


962 


IPB000215 


Serpins 


IPB000215A 13.01 4.18e-20 73-96 
IPB000215E 15.36 6.06e-l 8 373-397 
IPB000215C 13.90 4.75e- 17 208-222 
IPB000215B 9.87 3.84e-12 181-193 


964 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 457-497 


964 


IPB002870 


Reprolysin family propeptide 


IPB002870F 18.81 2.35e-l 9 402-426 
IPB002870E 11.90 3.37e-16 366-378 
IPB002870B 24.73 8.16e-16 145-183 


964 


1PB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 8.05e- 14 789-813 


964 


PR00289 


Disintegrin signature I 


PR00289A 14.29 2.80e-13 473-492 
IPB000135D 2.13 6.08e-13 788-812 
IPB000135D 2.13 9.08e-13 785-809 
IPB000135D 2.13 2.30e-12 786-810 
IPB000135D 2.13 6.10e-12 787-811 
IPB000135D 2.13 6.75e-12 790-814 


964 


IPB001580 


Calreticulin family 


IPB001580F2.93 5.50e-ll 794-803 
IPB002870A 12.22 8.80e-ll 100-116 
IPB000135D 2.13 3.64e-10 783-807 
IPB001762B 10.06 4.86e- 10 504-514 
IPB001580F2.93 4.94e-10 801-810 
IPB001580F 2.93 4.94e-10 802-811 
IPBUUUI JoD 2.13 o.Uye-lU 7o4-o0o 

TDTJAAA1 1C."r\ O 11 lA^QO QA< 

iruuuuijjjj z. 1 3 y./ie-iu /oz-ouo 
IPB002870D 16.31 9.71e-10 332-347 
IPB001580F 2.93 1.00e-09 798-807 


964 


TPB0O0H0 


"Npiitral *7inr* ■mptnllnTvntii'lsicpc 

l^iC/ULIAI Z.lllVs iilCLtlHU|JCJJLlUaoCi>, 

zinc-binding region" 


PR00289B 11.74 1.89e-09 502-514 
IPB002870C 11.01 3.16e-09 300-310 


964 


IPB003191 


Guanylate-binding protein 


IPB003191N 9.33 3.37e-09 779-809 


964 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 359-377 


964 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 4.49e-09 777-812 


965 


IPB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


965 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


966 


IPB000407 


GDA1/CD39 family of nucleoside 
phosphatase 


IPB000407C 15.11 5.50e-24 175-197 
IPB000407D 11.44 2.16e-14 216-229 
IPB000407B 8.75 3.86e-13 132-143 
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IPB000407F 16.53 3.89e-12 422-436 
TPRftftft407A 110^^ in* 10 </z en 

IPB000407E 19.08 8.20e-ll 342-358 
IPB000407G 17 R 9ftp-t 1 ASS-AM 


967 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 5.78e-23 96-130 
IPB001073C 13 07 4 
IPB001073A 22.14 6.55e-13 42-76 


967 


PR00007 


Complement C1Q domain signature 
II 


PR00007B 15 61 0 Sfo-I'l 1 1^-1 15 
IPB001073D 7 60 1 OOe-11 105-704 
PR00007D 9.66 2.00e-l 1 193-203 
PR00007C 16.13 7.38e-ll 163-184 
PR00007A 20.64 9.32e-10 89-1 15 


970 


IPB000721 


Gag gene protein p24 (core 
nucleocapsid protein) 


IPB000721E 14.33 1. 5 7e- 12 525-538 


970 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll 206-243 
IPB003006A 17.51 1.00e-10 160-182 


970 


IPB001020 


Histidine phosphorylation site in HPr 
protein 


IPB001020B 19.38 4.53e-09 378-416 


971 


1PB001759 


PpTltSYlfl futni'l \7 
1 dlLOiVlii JiOIIllijr 


iroUUi 09LJ 1 4.0 /e-33 409-447 


971 


PR00895 


Pentaxin signature V 


PR00895E 12.84 4.19e-18 417-436 j 
PR00895D 14.46 2.38e-17 397-416 

PP/inco^/" 1 IO OO 1 1 o* 1 n inn 000 
rKUUoiO^ IZ.oZ J.loe-l/ 370-3oo 

IPB001759C 13.49 4.30e-17 370-388 ! 
IPB001759A 29.51 1.82e-l 4 113-147 
PR00895A 14.28 8.83e-13 305-319 
PR00895B 14.42 1.45e- 12 327-341 
IPB001759B 14.85 3.30e-ll 327-341 
IPB001759E 18.14 5.34e-l 1 459-473 
PR00895F 15.89 9.50e-l 1 436-450 


973 


IPB002889 


WSC domain 


TPT3ftfiO0CGQ 11 nc c k- 11 aci a c\c\ 

irnUUZoo913 I l./o ->.l ->e- 13 453-499 
irl5UUzoo7£> 11. /o I.jdg- IZ 445-491 
IPB002889B 11.76 4.1 8e- 12 458-504 


973 


IPB001871 


bZIP (Basic-Ieucine zipper) 
transcription factor family 


IPB001871 8.42 8.65e-12 633-645 
IPB002889B 11.76 8.79e-12 447-493 
IPB002889B 1 1 .76 9.89e-12 440-486 
IPB002889B 11.76 2.59e-l 1 439-485 ! 

IPRAnORSQK 11 HfL A AQa 11 A At AOn 

IrJoUUZooyD 1 1. /o 4.49e-l 1 44I-4o7 
IPB002889B 11.76 5.1 3e- 11 454-500 
IPB002889B 11.76 5. 87e- 11 437-483 
IPB002889B 11.76 6.72e-ll 448-494 


973 


PR00043 


Jun tran^crintifin fhrtnr oitmnfiirp TT 


pp (\(\c\A'ivi c *7i fi (Wo 1 1 aii aAcs 
rKUUlHoo o./l o.9Ze-ll O33-049 


973 


PR01449 


Calcium-activated BK potassium 
channel alpha subunit signature VIII 


PR01449H 2.34 9.85e-l 1 468-483 
IPB002889B 11.76 2. 19e- 10 449-495 
IPB002889B 1 1 .76 2.58e-10 443-489 
IPB002889B 11.76 3. 87e- 10 456-502 
IPB002889B 11.76 4.46e-10 452-498 
IPB002889B 11.76 6.44e-10 444-490 


973 


IPB002546 


Myogenic Basic domain 


IPB002546E 13 48 9 04e-10 464-481 
IPB002889B 11.76 9.4 le- 10 457-503 
IPB002889B 11.76 1.00e-09 461-507 
IPB002889B 11.76 1 .28e-09 436-482 


973 


IPB000684 


Eukaryotic RNA polymerase II 
heptapeptide repeat 


IPB000684L 3.49 2. 10e-09 445-487 
IPB002889C 9.89 2.21e-09 466-487 
PR01449H 2.34 2.50e-09 469-484 
PR01449H 2.34 2.50e-09 472-487 
PR01449H 2.34 2.59e-09 466-481 
PR01449H 2.34 2.59e-09 467-482 
PR01449H 2.34 3.03e-09 463-478 
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IPB002889B 1 1 .76 4.09e-09 438-484 
PR01449H 2.34 4.18e-09 461-476 
PR01449H 2.34 4.18e-09 464-479 

nnni AAfYLJ 1 1 A A if. a A /no aoo 

rKU1449H 2.34 4.35e-09 473-488 
IPB002889B 1 1.76 4.47e-09 455-501 
PR01449H 2.34 4.53e-09 453-468 
IPB002889B 1 1.76 5.13e-09 442-488 
IPB002889B 1 1.76 5.31e-09 431-477 
IPB002546E 13.48 5.50e-09 469-486 
irBvvZ&QyB 1 1.76 6.62e-09 463-509 
IPB002889B 11.76 7.19e-09 462-508 
iroUUzooyrJ 11. YO o.oye-Uy 45U-4y6 

TPTlfWIAAS.dT 'X /lO 6 81o fiO A AH /ICO 


977 


IPB001359 


Synapsin 


IPB001359H 22.58 1.95e-15 545-595 


977 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.00e-13 2087-2112 
IrliUUUozz 14.0/ l.ooe-11 2476-2501 
IPB001359H 22.58 4.46e-ll 539-589 
IPB000822 14.67 5.29e-ll 2362-2387 

TDT3AAAQOO "\A <*7 A C7« 11 /l*71 A (Y7 

lroUUUoZz 14.0/ o.j/e-ii 4/z-4y/ 
IPB000822 14.67 8.71e-ll 2253-2278 


977 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 9.02e-l 1 540-554 
PR00049D 0.00 9.17e-l 1 541-555 


Q77 
y i 1 


TPRfMY*C.£1 
Ir JDlAOoOl 


E4 protein 


JLrrsUUioolJD y.Uo I.43e-10 547-561 


911 


IPB002999 


Tudor domain 


IPB002999C 10.33 2.00e-10 546-555 

TDDrtrtAOII 1 A CI A i r\ 1 i r\ tic 

lrB000822 14.67 2.29e-10 110-135 
IPB001359H 22.58 2.67e-10 537-587 


977 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.45e-10 2473-2486 

IDDAA1 IfflLT 11 CO C AO« 1 A CC1 £i\X 

IPB001359H 22.58 5.36e-10 541-591 


977 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 6.94e-10 545-570 
IPB000822 14.67 1.00e-09 602-627 
PR00049D 0.00 2.98e-09 538-552 
PR00049D 0.00 3.29e-09 539-553 


Q r 7'7 

yf I 


IroUUzUUU 


Lysosome- associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 3.72e-09 192-205 
PR00049D 0.00 3.90e-09 543-557 


977 


IPB000413 


Integrins alpha chain 


IPB000413A 13.51 4.33e-09 1509-1519 ! 
IPB001359H 22.58 4.41e-09 547-597 
PR00049D 0.00 4.81e-09 537-551 


977 


PR00021 


Small proline-rich protein signature I 


PR00021A 3.31 5.38e-09 538-550 
IPB000822 14.67 5.50e-09 1894-1919 
IPB000822 14.67 5.88e-09 1579-1604 
IPB001359H 22.58 5.89e-09 543-593 
PR00049D 0.00 6.03e-09 191-205 
IPB000822 14.67 6.62e-09 1662-1687 


yii 




Molluscan rhodopsin C-terminal tail 
signature V 


PR00239E 1.29 6.97e-09 542-553 
IPB000822 14.67 7.00e-09 2053-2078 
lrDyJv ijjyn zz.jo / .\Jjc-\jy jHO~jyo 
PR00048B 5.52 7.50e-09 2100-2109 
IPB002999B 7.50 7.55e-09 545-553 
IPB002999B 7.50 7.55e-09 546-554 
IPB000822 14.67 8. 12e-09 2116-2141 
IPB000822 14.67 8.50e-09 1267-1292 


911 


PR00776 


Hemoglobinase (CI 3) cysteine 
protease signature IV 


PR00776D 11.72 8.62e-09 2447-2466 
IPB001359H 22.58 8.95e-09 558-608 
IPB002000D 5.87 9.49e-09 542-555 


911 


PR00211 


Glutelin signature II 


PR00211B 0.86 9.92e-09 551-571 
IPB000822 14.67 1.00e-08 1032-1057 
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980 


PR00834 


HtT A /T*\&af} nrAtPCICP "Tamil*! rtl j- < l , ■ 

nix/v jL/egv^ proicdbc iamiiy signature 

m 


rKUUS34C 15.48 6.81e-20 237-261 
PR00834D 11.75 9.45e-18 275-292 


980 


TPB002350 


ivazai-iype serine protease lnniDitor 
family 


IrBUUz Jz>U 3 1 .78 o.52e-17 73-113 
PR00834B 10.17 6.63e-14 196-216 

PDnnfilidTJ 11 A1 A 11a 11 *>A*7 11 A 


980 


IPB000867 


Insulin-like growth factor-binding 


IPB000867B 11.44 1.94e-12 23-39 


980 


IPB000126 




IT B\J\J\J 14,00 IZ.DXJ J.J/e-lZ Zoli-ZI/O 

PR00834F 11.11 3.25e-ll 389-401 

PT?ftflS7/l A 8 70 5 1 1 75 1 87 
rtsAAJODHA o. iy D.oje-x 1 1/D-lo/ 

IPB000126A 11.75 5.69e-10 173-188 


980 


PR00290 


Kazal-type serine protease inhibitor 
signature II 


PR00290B 16.63 2.80e-09 84-95 


980 


PR 00799 


v^iijriiioLiyps>in oeriiie pruitasc iamiiy 
r^ll^ oicmntirrp TTT 


T>D AnTOO/^ 1 A *7 A A 1 A= AO OOO IOC 

rKUU/ZZC LU. /4 4.1Ue-Uy Zoj-ZyS 


980 


PR01424 


Transforming growth factor beta 1 
precursor signature I 


PR01424A 6.58 8.24e-09 8-27 






ricdt-buiDie enieroioxin 


lrl>UU14oy 13.M o./oe-Uy zo-jo 


981 


PR00792 


Pepsin (Al) aspartic protease family 
signature I 


PR00792A 11.02 5.32e-17 80-100 


981 


IPB001969 


Eukaryotic and viral aspartic protease 
active site 


IPB001969A 16.37 5.15e-13 87-103 
PR00792D 11.77 1.00e-12 395-410 
PR00792C 8.65 6.29e-12 312-323 
IPB001969A 16.37 7.00e-10 310-326 


982 


IPB000917 


Sulfatase 


IPB000917A 9.52 5.26e-10 44-55 


y©4 


lrlJUUUo34 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 103-117 




rK0U7o5 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9.80 2.15e-09 228-242 


AQC 


1FBUUUB34 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 103-117 


985 


PR00765 


Carboxypeptidase A metalloprotease 
(Ml 4) family signature II 


PR00765B 14.48 1.39e-l 5 99-113 
IPB000834C 17.20 2.80e-15 172-188 
IPB000834G 14.46 4.50e-15 318-333 
IPB000834D 18.95 4.72e-12 199-225 
PR00765D 14.06 9.45e-12 233-246 
PR00765C 10.88 1.82e-10 179-187 
IPB000834F 12.40 4.21e-10 285-297 
IPB000834E 9 80 2 15e-09 228-949 


986 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16.51 1.60e-33 81-113 
IPB002871D 14.11 6.87e-21 131-153 
IPB002871A 14.39 2.17e-17 35-50 
IPB002871B 12.43 6.79e-14 62-74 


990 


1PB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 94-119 


990 


PR00048 


C2H2-type zinc finger signature II 


PR00048B 5.52 9.50e-09 107-1 16 


991 


IPB003527 


MAP kinase 


IPB003527D 21.53 5.58e-23 185-226 
IPB003527G 17.26 8.24e-22 285-322 
IPB003527C 14.70 3.05e-19 124-172 


991 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 5.50e-17 132-172 
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QQ1 

yy i 




r\JL\J DOX auplicaiea region 


iruuuuyjyii id.os /.iye-i/ iio-Ijo 

TPRfiniO/KT} 01 <fi 1 QOo 1C loo 01f\ 

iruuuizHJD zi.oo i. j ye- id iyz-zju 


QQ1 

y 7i 


TPP»0fl1777 
lr DWl III, 


isjna.se associaieu uomdin i 


TPT*nni 77or* on i oo/» 14 i oo 1^7 


991 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 46-82 
TPRfwv*so7A 17 nn A 14*. 10 0£_^1 


991 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 7.44e-12 194-243 


991 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.91e-ll 188-229 
IPB003527B 11.51 9.15e-ll 98-116 


991 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 9.10e-10 139-157 
IPB000961C 15.48 8.83e-09 139-173 


992 


PR01432 


Rabaptin signature XI 


PR01432K 2.19 8.43e-09 976-998 


994 


IPB001073 


Complement Clq protein 


EPB001073B 20.88 7.26e-29 175-209 


994 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 8.93e-27 75-127 


994 


IPB000885 


Fibrillar collagen C-terminal domain 

» 


IPB000885B 19.15 2.83e-26 74-127 
IPB000885B 19.15 7.37e-23 80-133 
IPB001442A 26.12 7.39e-23 72-124 
IPB000885B 19.15 8.75e-23 77-130 
IPB000885A 11.46 1.79e-21 82-119 
IPB001073A 22.14 2.24e-21 78-112 
IPB000885A 11.46 3.84e-21 79-116 
IPB000885A 11.46 5.11e-21 76-113 
IPB000885B 19.15 5.89e-21 71-124 
IPB000885B 19.15 7.56e-21 68-121 
IPB001442A 26.12 8.15e-21 66-118 
IPB001442A 26.12 8.40e-21 69-121 
IPB000885B 19.15 2.97e-20 62-115 
IPB001442A 26.12 3.72e-20 78-130 
IPB000885A 11.46 4.00e-20 70-107 
IPB001442A 26.12 5.62e-20 63-115 


994 


PR00007 


Complement C1Q domain signature I 


PR00007A 20.64 6.54e-20 168-194 
IPB000885A 11.46 8.20e-20 73-110 
IPB001442A 26.12 9.64e-20 84-136 
IPB001442A 26.12 3.69e-19 87-139 
IPB001442A 26.12 5.09e-19 60-112 
IPB001442A 26.12 7.43e-19 81-133 
IPB000885B 19.15 3.81e-l8 83 


994 


1PB000817 


Prion protein 


IPB000817A 8.34 9.51e-10 76-1 18 
1PB001442B 12.38 1.00e-09 106-126 
1PB000885A 11.46 4.12e-09 58-95 
IPB001442B 12.38 5.01e-09 97-117 
IPB000817A 8.34 6.12e-09 77-1 19 
IPB001442B 12.38 7.32e-09 73-93 
IPB000885A 11.46 7.34e-09 106-143 
IPB001442B 12.38 7.93e-09 70-90 

IPB000885B 19.15 8.77e-09 101-154 
IPB000817A 8.34 9.43e-09 65-107 


996 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


1PB003006B 20.23 4.24e-10 311-348 


997 


1PB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 7.84e-30 1077-1112 
EPB001895D 18.68 1.00e-20 1174-1197 


997 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 377-402 
IPB001895B 16.80 3.10e-15 1005-1025 
IPB001331B 19.33 7.00e-09 326-341 


999 


IPB002360 


Involucrin 


IPB002360C 15.36 3.70e-09 198-239 
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999 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 3.91e-09 202-226 


999 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


999 


PR01083 


Lymphocyte-specific protein 
signature I 


PR01083A 8.60 9.61e-09 214-237 


1001 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 5.11e-09 788-822 


1001 


IPB000221 


Protamine PI 


IPB000221 5.48 7.46e-09 945-971 
TPB000221 5 48 R RSp-OQ 1-RV7 


1002 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 6.47e- 10 52-79 


1002 


IPB001841 


RING finger 


IPB001841 10.69 3.84e-09 126-135 


IvUZ 


rDHAAA/100 


protamine z (rKMzj 


ronnnn/iQon ^ o^ < 1 1 Q aq got i ni i 
irouuu^yzjts d.zo o. i le-uy yy /-i.U3 1 


1002 


IPB000221 


Protamine PI 


IPB000221 5.48 7.46e-09 1 154-1180 
IPB000221 5.48 8.85e-09 1040-1066 


1UU3 


rKOUiZO 


— — -^.-l- l_ _ \\ 7 f ~\ Ai\ mama*** 

O protein beta Wl>4U repeat 
signature I 


rKUU3ZUA 13. 15 4.3ze-lz 113Z-1140 

DP AA^Onf* 1 O lO a 1 /t« 1111 1 1 A £ 

rKUU3ZUC Iz.dZ d.lhC-1 1 113Z-H4o 

PR00320A 13.15 8.92e-10 1091-1105 
PR00320C 12.32 1.33e-09 1091-1105 


1003 


IPB001680 


G-protein beta WD-40 repeats 


IPB001680 10.43 1.45e-09 1134-1145 

PDAA^OATi 10 00 O 0>4« AO 1001 1 ia< 

rKuujzujo iz.cz z.z*tc-uy iuyi-iiuo 
PR00320A 13.15 4.86e-09 789-803 


1003 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 9.82e-09 1154-1170 


1004 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1004 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 80-105 


1006 


IPB000008 


C2 domain 


IPB000008C 23.37 8.91e-26 323-362 
IPB000008D 14.83 1. 23 e- 12 378-396 
IPB000008B 17.91 3.09e-09 281-298 
IPB000008E 14.84 3.90e-09 401-41 1 


1007 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


1PB000135D 2.13 5.91e-ll 877-901 
IPB000135D 2.13 7.44e-l 1 885-909 
IPB000135D2.13 7.85e-ll 887-911 
IPB000135D 2.13 3.05e-10 883-907 
IPB000135D 2.13 5.11e-10 881-905 
IPB000135D 2.13 8.14e-10 888-912 
IPB000135D 2.13 2.27e-09 876-900 
1PB000135D 2.13 2.27e-09 882-906 
IPB000135D 2.13 2.36e-09 880-904 


1007 


PR00806 


Vinculin signature IV 


PR00806D 1 1.95 3.78e-09 564-579 
IPB000135D 2.13 3.91e-09 874-898 
IPB000135D 2.13 4.45e-09 889-913 
IPB000135D 2.13 6.36e-09 884-908 
IPB000135D 2.13 7.00e-09 879-903 
IriiOOOliDL) 2.13 7.1oe-U9 ooo-910 
IPB000135D 2.13 9.27e-09 920-944 


inns 

IV/ I/O 




nign inoDUiiy group proieins xiiviLri 
andHMG2 


1PRAAA1 l^Pl 0 11 8 C^o 01 <£A_^PM 

IPB000135D 2.13 2.47e-19 559-583 
IPB000135D 2.13 7.87e-19 561-585 
IPB000135D 2.13 8.53e-19 563-587 
IPB000135D 2.13 9.35e-19 558-582 
IPB000135D 2.13 7.25e-18 564-588 
IPB000135D 2.13 7.43e-17 55 


1008 


1PB003403 


Herpesvirus immediate early protein 


1PB003403E 17.25 6.81e-10 560-587 


1008 


IPB003874 


CDC45-like protein 


IPB003874C 5.49 1.24e-09 571-582 | 


1008 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 3.49e-09 538-585 
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1008 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 5.64e-09 568-586 
IPB000135D 2.13 6.09e-09 545-569 


1008 


IPB001580 


Calreticulin family 


EPB001580F 2.93 9.10e-09 573-582 


1009 


PR00405 


HIY Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 281-298 
PR00405A 18.83 3.86e-14 262-281 


1009 


PR00452 


SH3 domain signature II 


PR00452B 11.47 9.70e-10 895-910 
PR00405C 18.05 3.95e-09 302-323 


1009 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134H 12 06 4 77p-09 880-929 
iiuvvjijtii lir.v/u \jy Qoyj^y ■t'S 


1009 


PR00910 


Luteovirus ORF6 protein signature I 


PR 0091 OA 7 74 8 71^-09 11S-147 


1011 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 218-255 
TPB001006R 70 71 9 14^-17 SI 1-S48 
IPB003006B 20.23 1.00e-ll 318-355 


1011 


PR01536 


Interleukin-1 receptor type I and type 
II family signature in 


PR01536C 19.92 9.23e-l 1 617-640 
IPB003006B 20.23 6.40e-10 124-161 

TPR001006R 70 71 9 &Ap> 10 f\ 10_fi47 

IPB003006B 20.23 7.58e-09 21-58 
IPB003006B 20.23 8.62e-09 416-453 
PR01536C 19.92 9.19e-09 225-248 


1015 


IPB002048 


EF-hand family 


IPB002048 7.91 2.29e-ll 147-159 


1015 


PR00450 


Recoverin family signature III 


PR00450C 11.99 1.58e-09 33-54 
IPB002048 7.91 8.58e-09 74-86 


1016 


IPB003846 


T Tfl f* ri a ro f*i&n vt*n nm.t£*in ■PamW'xi 

wiiuuai aiAci piuicin xdmiiy 
UPF0061 


TT>I3 Afllff/i/TE 10/11 1 Afta At\ 1HA 

IPB003846F 24.67 9.36e-31 175-210 

IPR0O1RA6FI 7R 11 1 £At> 17 <0 OA 

IPB003846G 13.31 5.09e-09 268-278 


1017 


1PB003846 


I Jn character? 7 prl nrotein fnmilv 

wui/iiui (u/u/i u,^u iji 1 1 lain ii y 

UPF0061 


FPROOIRd^r' IS 01 1 nClf*-Aft 1 

IPB003846E 18.41 1.00e-40 468-506 
IPB003846F 24.67 9.36e-31 507-542 
IPB003846D 28.31 7.86e-25 235-277 
IPB003846B 13.03 2.00e-ll 148-159 
IPB003846A5.99 3.25e-ll 140-146 

TPR001R4fiCr 11 11 S O0p-OQ £00 filO 


1017 


PR01548 


Meiotic recombination protein 
reel 14 signature I 


PR01548A 10.11 6.52e-09 238-258 


1018 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.12e-16 236-259 


1018 


PR00718 


v-/pbiii signature ii 


DDHmiOD 1 /C T7 A CO„ T A OAO O^A 

rKUUzJoD lo.// 4. jze- 14 208-220 
PR00237D 9.76 7.92e-14 186-207 

PP00717R 17 4S 1 1Q<» 11 IfK 17£ 

PR00237F 14.34 1.67e-13 294-318 
PR00237C 14.77 2.00e-13 150-172 
PR00237G 19.23 4.00e-13 332-358 


1018 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 244-255 
PR00237A 9.81 7.00e-12 72-96 
IPB000276A 11.56 5.24e-ll 164-175 
irrJUUUZ/OJJ y.4U 4.Dze-lU jhZ-djo 
PR00238A 12.47 6.65e-09 93-105 


1018 


PR00667 


Retinal pigment epithelium-retinal 
GPCR signature II 


PR00667B 10.86 8.80e-09 91-106 


1019 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 2.80e-13 378-391 
PR00019B 11.42 2.33e-10 131-144 
PR00019B 11.42 6.33e-10 375-388 
PR00019B 1 1.42 3.73e-09 225-238 
PR00019B 1 1.42 4.00e-09 249-262 
PR00019A 1 1.72 4.55e-09 252-265 
PR00019A 11.72 8.09e-09 134-147 


1021 


IPB001895 


Guanine-nucleotide dissociation 


IPB001895C 20.83 3.00e-28 984-1019 
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stimulators CUCzd tamily 


TDPAA1 BQ^n 1 ft AQ Q C/C~ i n moo i i ftc 

IrDUUlosOU lo.Oo o.joe-l/ 1Uo2-11Uj 

Tponn i qqcd 1 & a A A 3 fi» 1 ^ 0 1 1 Q11 
lr ouu 1 oy jo lO.oU 4.3Ue-lD yi3-y33 


1091 


IT D\J\J v J 


• — u . j : 

Cyclic nucleotide-bmding domain 


TPRnnn^o^R m m ^aa&_ii 'jtq 

lrI3UUU.jy.JJt> ID. IL 0.4ue-l 1 JDD-3/0 


1021 


IPB003351 


Dishevelled specific domain 


IPB003351F 12.17 4.43e-10 615-641 


IUZ 1 


lrDUU14 /o 


PDZ domain (also known as DHR or 
GLGF) 


lrr>UU14/or> O.IZ i.Zje-Uy OzD-o34 


1UZ1 




xitrA/JJegvJ protease tamily signature 

VI 


T>"D AAOO/II? 1 1 1 1 /C ni„ Af> iTTi 

rKUuo34r 11.11 o.u3e-0y 62 1-633 


1D99 




Guanine-nucleotide dissociation 
stimulators CDC25 family 


tphaai fto'tr 1 on i Aria oc oq/i o.£o 
irJouuioyju zu.o3 3.uue-zo yj4-yoy 

IPB001895D 18.68 8.56e-17 1032-1055 

IPB001895B 16.80 4.30e-15 863-883 


1022 


1PB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 305-328 


1022 


IPB003351 


Dishevelled specific domain 


IPB003351F 12.17 4.43e-10 565-591 


1 AT> 


TT) T>f\ A 1 AHQ 

lrB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 3.25e-09 575-584 


1022 


PR00834 


HtrA/DegQ protease family signature 
VI 


PR00834F 11.11 6.03e-09 571-583 


1024 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 376-400 


1025 


PR00907 


Thrombomodulin signature VIII 


PR00907H 1.34 7.64e-09 338-362 


1027 


IPB003452 


Stem cell factor 


IPB003452A 12.58 1.00e-40 1-41 
IPB003452D 16.80 1.00e-40 173-211 
IPB003452C 13.68 6.76e-37 131-164 
IPB003452B 19.11 2.09e-18 53-101 
IPB003452B 19.11 8.06e- 17 43-91 


1028 


PR00205 


Cadherin signature II 


PR00205B 20.09 1.00e-19 150-179 
PR00205D 12.22 9.31e-19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e-16 374-403 
PR00205B 20.09 2.20e-15 259-288 
PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 1.00e-13 97-123 
PR00205F 19.57 6.70e-13 427-453 


1028 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 
IPB002126B 12.04 1.75e- 12 247-264 
PR00205G 13.05 4.30e- 12 241-258 
PR00205G 13.05 4.65e-ll 499-516 
IPB002126B 12.04 I.29e-10 138-155 
PR00205E 10.82 2.l7e-10 372-385 
PR00205E 10.82 3.35e-10 257-270 
IPB002126A 14.68 6.09e- 10 431-447 
PR00205D 12.22 6.55e-10 496-515 
PR00205A 17.38 3. 12e-09 420-439 
PR00205D 12.22 5.33e-09 129-148 


1029 


PR00205 


Cadherin signature II 


PR00205B 20.09 1.00e-19 150-179 
PR00205D 12.22 9.31e-19 238-257 
PR00205F 19.57 3.37e-17 316-342 
PR00205B 20.09 6.67e-16 374-403 
PR00205B 20.09 2.20e-15 259-288 
PR00205A 17.38 6.82e-14 90-109 
PR00205F 19.57 l.OOe- 13 97-123 
PR00205F 19.57 6.70e-13 427-453 


1029 


IPB002126 


Cadherin domain 


IPB002126A 14.68 9.40e-13 101-117 
IPB002126B 12.04 1.75e- 12 247-264 
PR00205G 13.05 4.30e-12 241-258 
PR00205G 13.05 4.65e-ll 461-478 
IPB002126B 12.04 1.29e-10 138-155 
PR00205E 10.82 2.17e-10 372-385 
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ppnrvjnsp i n so ^ 1 n 9^7 07fi 
rKwzujii iu.oz j.jje-lv z.) /-z/u 

IPB002126A 14.68 6.09e-l 0 431-447 

PR00205D 12.22 6.55e-10 458-477 

PPflf)?ftSA 17 ^8 1 1 9 p-ftQ 490-4^0 

PR00205D 12.22 5.33e-09 129-148 


1030 


PR00124 


ATP synthase C subunit signature I 


PR00124A 8.69 9.33e-10 41-60 


1030 


pRoini 


Connexin36 (Cx36) signature II 


PR01131B 3.45 3.17e-09 58-70 
rJK.uuix'tA o.oy 0. /ue-uy 4j-oz 


1030 


IPB003836 


Glucokinase 


EPB003836D 23.37 7.59e-09 48-81 


1030 


PR01516 


Kv4.1 voltage-gated K+ channel 
signature VII 


PR01516G 4.80 8.98e-09 79-90 


1031 


IPB000180 


Renal dipeptidase 


IPB000180B 21.72 7.92e-34 242-281 
IPB000180A 30.29 1.00e-33 172-215 
IPB000180C 22.01 5.67e-27 287-321 


1032 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 325-364 
IPB002027C 19.67 2.74e-22 244-282 
IPB002027A 18.88 3.77e-16 47-75 
IPB002027B 12.67 7.97e-12 180-199 


1033 


IPB000559 


Formate-tetrahydrofolate ligase 


IPB000559C 13.05 l.OOe-40 453-502 
IPB000559F 12.78 l.OOe-40 653-703 
IPB000559G 15.54 l.OOe-40 707-755 
IPB000559D 22.27 4.33e-37 554-594 
IPB000559E 17.08 7.39e-36 595-636 
IPB000559K 15.77 8.96e-35 933-968 

TTiDAAACCAO 11 iCA O O O „ M A 1 1 A A* 

IPB000559B 12.60 2.88e-32 413-441 

FDOAAACCOT IT £ C\Aa. 1*\ AAA C30 

IrBUUUDjyJ 1 J.y4e-3z yuU-yjz 
IPB000559H 20.31 2.72e-26 770-810 

IDDAAACCA A 7/1 17 <C 11- <1C KB 

IroUUUDjyA 24. 1 / o. I le-ZD JOO-41Z 

IPB000559I 15.05 6.35e-18 856-880 


1 fvxi 




Tetrahydrofolate 
uenyurogenase/cycionyoroiase 

LalUlly blgualUIC 111 


DDrtOAQ^r t 11 81 ^ 7Ao 1 A 1 AO 1 Gfi 

rKUUUoDu Lj.oI j. /ue-14 ioy-iyu 

ppnons^R i£ i 7^*>_no ha_iai 
riwuuojis io.o*) i.z,5e-uy ijo-ioj 


ifr*4 

LxJDH 


IT DUUUJUU 


nisuuinc awiu pnuspnauisc 




iuJJ 




11 *i tn 1 1 r* 1 i/1 ^ /I i ccr»o i rx 1 1 r\rt 
wuaUlIlE-nULlCUlIUC UldbUwallUn 

stimulators CDC24 family 




1035 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 4.8 le-09 1125-1139 


1035 


PR00834 


HtrA/DegQ protease family signature 

VI 


PR00834F 11.11 5.24e-09 82-94 
pRonndon nnn ^ 1^ no 147 iai 


1035 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 7.19e-09 86-95 




n>r*nn7^io 


Hantavirus glycoprotein G2 








Adenosine A2B receptor signature II 


Dunn^/in 10 ^7 b oc„ aa hoa txi 

rVA)\)jJ e +D IZ.DZ o.oDe-Uy /Z4-/jZ 


1037 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 295-313 


103/ 


TT>DAAOA/1 Q 


hr-nand tamny 


IT5DAAOA/1 O T A1 *3 Ozt*» AA 1 /IT 1 CA 

IrBUUzlMo /.yl 3.o4e-l)y 147-15y 


1039 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 5.26e-17 175-191 
PRG0245E 8.96 2.73e-13 282-293 
PP0094SR 11 7^ 1 ^Qp- 19 19S-140 

PR00245D 9.34 9.33e-ll 235-244 


1039 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 117-128 
PR00245A 10.98 8.80e-10 91-102 
IPB000276D 9.40 9.61e-10 281-297 


1039 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 54-65 


1039 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.70e-09 50-62 


1039 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-09 58-79 
PR00237E 13.03 8.20e-09 198-221 


1039 


IPB003211 


AmiS/Urel family transporter 


IPB00321 1A 15.05 9.43e-09 27-66 
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1040 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367C 20.73 1.00e-40 428-478 
IPB003367D 18.41 1.00e-40 479-521 

TDDrtAii/tic 1 /? oo i r\r\_ An coo c/zn 

LrtH)i)33o7h, lo.<52 1.00e-40 522-569 
IPB003367F 16.21 1.00e-40 580-629 
IPB003367G 17.08 1.00e-40 630-671 
IPB003367H 15.25 1.00e-40 672-704 
IPB003367J 18.60 1.00 


1 t\Af\ 


TD'DAAI OO 1 


Calcium-binding EGF-like domain 


T tin A A loom io oo a *it\^ i -t n m o i a 

IPB00I881B 12.28 4.79e-ll 303-314 

rDtaAATQiCTD 1 a oo c cn* 1 1 Af\A A<% 

Wdvu jio l\L lo.oZ >.o7e-ll 404-451 
IPB003367C 20.73 5.96e-ll 510-560 
IPB003367E 16.82 6.83e-ll 425-472 

EPB003367C 20.73 2.38e-10 588-638 

TPnnnii^T^ on, tx fi "x^a. in saq ^ioq 
Lrx>UUjJO/U JXj.id OoDe-IU 3400^0 




IrJtJUUjxZy 


__ : — — — 

Thrombospondin N-terminal -like 

uomainb 


rDTlAA.1 1 0OU Tl 1f\ 1 Q/Cq in 11 €Q 
lrDvUJjO/L ZU. / J o.40e-.LU 4D10U1 

IPB003367B 16.82 8.88e-10 560-607 
TPRftft3367r 2ft 73 6 9ftpwftQ 307-447 
IPB003367E 16 82 6 95e-09 463-510 


1040 


IPB001774 


Delta QPimtfi licanH 


IPB001 774D 19 73 Q Qle-OQ 776-777 


1042 


IPB000109 


PTR nentide Iran snorters CPTR2\ 


IPB000109D 25 09 6 67^-32 430-477 
TPB000109R 29 23 4 1 Re-23 67-1 19 
IPB000109A 10.85 3.79e-15 44-62 
IPB000109C 8.21 7.00e-14 195-207 


1042 


PR00308 


Type I antifreeze protein signature III 


PR00308C 2.79 2.78e-09 20-29 


1042 


PR01471 


Histamine H3 receptor signature II 


PR01471B 12.38 9.63e-09 24-42 


1043 


IPB003104 


Form in Homology 2 Domain 


IPB003104B 18.83 6.87e-21 785-814 
IPB003104C 20.33 1.27e- 14 957-984 


1043 


LPB001073 


Complement Clq protein 


IPB001073A 22.14 3.25e-09 545-579 


1043 


IPB001359 


Synapsin 


IPB001359H 22.58 7.99e-09 553-603 


1043 


PR01471 


Histamine H3 receptor signature V 


PR01471E5.41 8. 14e»09 543-558 


1044 


IPB001909 


KRABbox 


IPB001909 17.37 6.32e-28 10-44 


1044 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 9.10e-22 592-617 
IPB000822 14.67 9.18e-21 228-253 
IPB000822 14.67 5.50e-19 452-477 
IPB000822 14.67 6.25e- 19 284-309 
IPB000822 14.67 7.23e-18 368-393 
IPB000822 14.67 9.31e-18 144-169 
IPB000822 14.67 2.29e-17 536-561 
IPB000822 14.67 8.07e- 17 480-505 
IPB000822 14.67 9.36e-17 256-281 
IPB000822 14.67 2.20e-16 340-365 
IPB000822 14.67 5.20e-16 172-197 
IPB000822 14.67 5.20e-16 200-225 
IPB000822 14.67 5.80e-16 564-589 
IPB000822 14.67 8.20e-16 396-421 
IPB000822 14.67 8. 80e- 16 424-449 

TPT*AAfiR99 14 GTI 1 1 ^ ^AO SfX 

IPB000822 14.67 4.94e-15 620-645 


1044 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.50e-15 589-602 
PR00048A 9.94 6.40e-15 253-266 
IPB000822 14.67 1.00e-14 312-337 
PR00O48A 9.94 5.15e-14 533-546 
PR00048A 9.94 6.79e-13 393-406 
IPB000822 14.67 7.50e-13 116-141 


1044 


IPB001275 


DM DNA binding domain 


1PB001275 19.17 9.86e-13 580-619 
PR00048A 9.94 1.53e-12 477-490 
PR00048A 9.94 5.24e-12 561-574 
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rlvUUU^oA y.y £ t j. /Oc-lZ ZZj-Zjo 

1PR00.1975 10 17 R £6p 19 944-981 
IrDl/Ul^/J iy.li o.OOe-lZ Z4*r-Zoj 

PR00048A 9.94 9.47e-12 281-294 
ppnnn4SA 004 i nop- n 141 1^4 


1044 


TPR0ni999 
JLrrJUUlZZZ 


i riio zinc riDDOii uomain 


TPROfl.1999 94 fS\ ^ fiOivOO 1 16-1 59 
PRG0048B 5 52 7 00e-00 401-509 
PR00048A 9.94 7.37e-09 421-434 
PR00048A 9 94 0 25e-09 440-469 
IPB001222 24.63 9.49e-09 144-180 


1044 


IPB002801 


Aonartatf* rflrh.rmnv1transf!Rrac^ 
re&clalorv chain 


EPB002801C 14.18 9.50e-09 254-270 
PR00048B 5.52 9.50e-09 381-390 


1046 


IPB003137 


Protease associated fPA^ domain 


IPB003137 22.40 2.50e-19 188-218 


1048 


IPB001627 


Sema domain 


IPB001627J 11.43 2.40e-ll 403-419 
IPB001627K 13.76 6.58e-l 1 477-489 


1048 


IPB002165 


Plexin repeat 


IPB002165D 14.72 7.91e-l 1 477-489 


1049 






IPB000243C 13 61 8 80e-09 52-62 


1049 


PR00766 


Amilori de-sensitive amine oxidase 

oionatirrp VTT 


PR00766G 10.85 9.23e-09 91-111 




TPROfll 140 


A RP tmnCTwrf pt frortcmpmliranp 

region 


TPB001140R IS 69 4 05e-14 HR-176 


1051 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 21-37 


1051 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 80-105 


1U3Z 


TPRnn/v*^ 

IrOUUUJ jj 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


irxjuuujjjjtj ly.io y.^ze-i't ijj-ioz 


1 fi59 
1 UjZ 


tp Rnrnno^ 


immunogioDiiiin ana major 
histocompatibility complex domain 


lPRf.frtft.fi6P 9A 91 4 41p 19 R6-191 

IPB003006A 17.51 4.00e-ll 154-176 


11QZ 


iPRnnmni 
lr £>UUiUv/j 


ivLriL, ^>iass u, aipna cnain, aipna-i 

UUXTldlll 


ipnnAir.rtiT3 i a no ^ /tOe» 1 n i/ii ioa 
lrrJUUlUUJo 14. /z j.'+Ue-lU 141-184 


1053 


PR00018 


Kringle domain signature I 


PR00018A 12.23 4.19e-09 36-51 






"Major histocompatibility complex 
proicm, v^iass i 


TPRAniAQQA T7 17 1 flfto /tO 1< <Q 

TPRfiflin^QR 97 ^ 1 fif.o_4fl 0^147 
lrDUUluJ7D a/JJ 1.UUC-4U 1/0-1*1/ 

IPB001039C 19.82 1.00e-40 177-230 
IPB001039D 16.49 1.00e-40 255-309 




TPR.f.fttf.06 


Ttvi nrfMnrt ct\ r\Vn i1it% on»*1 TYiot/M* 

iiiiiiiuiiugiuuuiiii oiiu iiidjur 

histocompatibility complex domain 


rpRnrnnnfiR 90 1% s nop-^n 961..90R 
IPB003006A 17.51 1.00e-21 224-246 


1055 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.65e-14 203-252 


1055 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 8.75e-ll 308-340 


1055 


IPB003705 


Cobalt transport protein CbiN 


IPB003705A 9.20 6.25e-09 316-332 

TT>r>nAAT cop on n i o*7« An iC/t mo 
lriiUUU J.) JC zU. 1 1 /.y /e-Uy Zj4-iUo 


1062 


PR01382 


CIaudin-9 signature IV 


PR01382D 12.38 l.lle-16201-213 


1062 


IrJoUUU/zy 


n\ at) ti/diwtd/xvtdoa r n „:i„ 

PMr-AyKMr/Mr/u tamily 


1PB000729D 18.90 z.9oe-16 160- 187 
LrDUUU/zyC J/.oJ /.yie-lo olhljz 

PP A1 7C7 A IO OA 1 1 la. 1 < AH 

rKUUoZA IZ.UU 1.1 /e-13 


lUOZ 


Dp A1 07*7 


: 

Claud in signature III 


DDf\1 A77P 11 *<IO 1 Ala \A f^X TX 

PR01382C5.67 5.14e-13 190-199 
PR0nR2R7f.6 1 12e-1 9 01-100 
PR01077B 14.12 1.00e-10 49-55 
PR01077D 11.20 4.00e-10 146-152 
PR01077A 9.72 8.16e-09 21-30 


1064 


LPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 5.50e-09 453-462 
IPB001478B 6.12 7.75e-09 258-267 


1066 


IPB002659 


Galactosyltransferase 


IPB002659A 26.24 4.80e-ll 92-133 


1067 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 119-159 


1067 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 114-144 


1067 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 2.13e-22 126-160 
IPB001772D 21.67 4.55e-17 186-225 
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1067 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 103-143 


1067 


IPB000095 


PAK-box /P21-Rho-bindinfi 


EPB000095E 17.62 9.03e-17 127-172 


1067 


IPB003527 


MAP kinase 


IPB003527C 14.70 1.95e-16 111-159 


1067 


PB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861F 16.50 1.55e-15 120-174 


1067 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.35e-14 113-159 
IPB000959D 27.01 4.26e-13 226-278 
IPB000961D 21.23 7.19e-13 175-216 
IPB001245B 21.68 8.96e-13 179-217 
IPB003527A 17.00 7.85e-l 1 18-43 
IPB001772E 24.88 8.46e-ll 233-272 
IPB001772A 13.64 2.29e-10 9-40 
IPB003527G 17.26 3.37e-09 245-282 


1067 


PR00109 


Tyrosine kinase catalytic domain 
signature D 


PR00109B 11.07 4.23e-09 126-144 
IPB003527D 21.53 4.60e-09 172-213 


1068 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 3.37e-2931-54 
PR01254D 13.80 7.97e-27 109-132 
PR01254C 10.60 4.68e-22 74-92 

TIT* A1 ICvIT? 1 A AO *7 CO. 11 1 i£1 1 OA 

PR01254F 10.08 7.58e-21 162-180 
PR01254E 14.07 1.00e-18 145-159 \ 


1068 


nn aai *7A 

PR00179 


Lipocahn signature II 


ATJAAITATl 1 C~l C 1ZT 11 11A 1*11 

PR00179B 7.67 5.26e-13 120-132 

DDflftl *7AO 1 *7 1/C 1 QAa 11 1 A O 1 CI 

JrKUUl lyL, 1 l,2X> j.o4e-lZ 148-1 bJ 
PR01254B 12.05 9.04e-12 57-67 


1068 


PR01275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275E 6.38 1.72e-10 115-133 
PR00179A 13.97 3.25e-10 37-49 


1 A /CO 

lOoo 


PRO 1 2 15 


Alpha- 1 -microglobulin signature IV 


DDA1 1 1 CA IIOOAIO^ in 1 11 11A 

PR01215D 12.88 9.78e-10 111-130 


1068 


IPB000566 


Lipocalin and cytosolic fatty-acid 
binding protein 


IPB000566B 8.91 1.47e-09 120-130 


1068 


PR01174 


Retinol binding protein signature VI 


PR01174F 1 1.76 3.96e-09 119-135 


1068 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 120-134 
PR01275B 9.02 8.57e-09 39-49 


1069 


IPB000704 


"Casein kinase II, regulatory subunit" 


IPB000704B 17.35 6.26e~09 90-128 


1070 


IPB001464 


Annexin family 


IPB001464D 25.42 1.00e-40 281-335 
IPB001464B 28.31 6.76e-40 151-203 
IPB001464A 31.17 1.27e-35 79-133 
1PB001464C 24.68 6.40e-30 214-253 


1070 


PR00196 


Annexin family signature IV 


PR00196D 21.41 3.81e-22 219-245 
PR00196E 9.70 7.75e-21 299-319 


1070 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.00e-20 299-325 
PR00196C9.01 7.09e-20 136-157 
IPB001464B 28.31 4.88e-19 79-131 
PR00196A 12.07 2.42e-18 69-91 


1070 


PR00199 


Annexin type III signature VI 


PR00199F 15.67 5.10e-18 219-245 
IPB001464D25.42 9.21e-18 122-176 
IPB001464B 28.31 3.86e-17 235-287 
IPB001464A 31.17 6.68e-17 151-205 


1 A1A 

1070 ! 


T» "OA AO A A 

PR00200 


Annexin type IV signature VII 


T»T» AAI ftfl/" 1 A 1 A O jl 1 _ 11 r\t\f\ 11^ 

PR00200G 9.20 8.41e-17 299-325 
PR00199D4.74 2.11e-16 295-316 
PR00199G 9.85 5.29e-16 300-325 
PR00196C 9.01 5.96e-16 295-316 
PR00199D4.74 7.04e-16 136-157 


1070 


PR00197 


Annexin type I signature IV 


PR00197D 7.59 7.56e-16 136-157 
PR00196B 11.03 9.31e-16 109-125 


1070 


PR00198 


Annexin type II signature IV 


PR00198D 7.41 9.88e-16 136-157 
PR00200E 8.88 5.88e-15 136-157 
PR00197F 9.40 7.39e-15 299-319 


1070 


PR00202 


Annexin type VI signature VII 


PR00202G 8.03 9.71e-15 299-325 
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IPB001464A 31.17 1.85e-14 235-289 
PR00197D 7.59 1.94e-14 295-316 

titj c\f\ i rifri n ni c /\<"» _ 1 a at a of 

PR00196C 9.01 5.02e-14 64-85 
PR00201D 8.61 9.29e-14 136-157 
PR00199D 4.74 2.84e-13 64-85 
PR00198D 7.41 3.15e-13 295-316 PR00 


1071 


IPB000175 


Sodiumrneurotransmitter symporter 
family 


IPB000175A 16.29 1.00e-40 52-101 
IPB000175C 15.09 1.00e-40 212-263 
IPB000175F 25.63 4.50e-38 467-506 
IPB000175E 21.88 5.95e-35 372-411 
IPB000175B 19.12 9.05e-33 139-173 


1071 


PR00176 


Sodium/chloride neurotransmitter 
symporter signature I 


PR00176A 16.97 3.25e-27 52-73 
PR00176C 10.57 7.86e-25 124-150 


1071 


PR01195 


GAT- 1 GAB A neurotransmitter 
transporter signature II 


PR01195B 13.58 1.22e-24 194-211 
PR00176G 13.12 3.77e-22 458-478 
PR01195D 9.00 3.75e-21 583-600 
PR00176E 11.14 5.20e-21 322-342 
PR00176F 11.11 L36e-19 376-395 
IPB000175G 16.18 5.13e-19 528-550 
PR00176B 7.07 9.63e-19 81-100 
PR01195A7.44 1.90e-18 18-32 
PR00176D 8.96 6.48e-18 239-256 
PR00176H 15.94 7.63e-18 498-518 
IPB000175D 23.45 1.28e-l 7 278-330 
PR01195C 15.62 1.14e-13 348-357 


1072 


IPB003006 l 


Immunoglobulin and major 
histocompatibility complex domain 


mr^ r\ f\*> f\ f\ s*r\ ft/\ ftft o c\r\ ift ftft < ft *T 

IPB003006B 20.23 8.92e-10 98-135 


1073 


IPB001863 


Glypican 


w w\r% ftft -t ft ✓"ft r*v ft jift a? /*~ft ft ft ft m ft ft a 

IPB001863D 26.43 5.62e-33 250-294 
IPB001863E 33.79 3.08e-29 298-350 
IPB001863B 38.78 1.45e-25 134-186 
IPB001863F 26.99 6.59e-22 429-463 
IFJoUUloOiU zU.l / 1.3 /e- lb iyi-Z2U 
IPB001863A 13.95 5.03e-15 56-71 
IPB001863G 1 1.32 4.68e-12 487-505 


1073 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


1073 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.90e-09 515-529 


1073 


1PB001702 


General diffusion Gram-negative 
porins 


IPB001702D 9.64 1.00e-08 536-546 


1075 


IPB001675 


Glycosyltransferase family 29 


IPB001675A 26.48 5.76e-31 296-340 
IPB001675B 15.84 6.50e-15 434-456 


1075 


PR01329 


Kir3.3 inward rectifier K+ channel 
signature II 


PR01329B 8.30 9.29e-09 7-21 


1078 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599A 10.97 9.69e-18 123-141 
IPB001599N 24.85 2.24e-14 1437-1469 


1078 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
IPB001599I 10.83 7.60e-ll 1054-1063 
IPB001599K8.15 1.46e-10 1214-1225 
IPB001599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 755-764 


1079 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 799-828 
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IPB001599A 10.97 9.69e-18 136-154 
IPB001599B 7.45 4.89e-12 222-234 
IrBUulDyyu 11.61 6.90e-12 742-752 
IPB001599C 14.40 3.55e-09 249-265 
IPB001599E 1 1.06 9.77e-09 769-778 


1080 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599C 14.40 3.55e-09 236-252 


1081 


IPB001599 


AIpha-2-macroglobulin family 


IPB001599L 18.66 7.84e-26 1244-1271 
IPB001599F 18.95 7.00e-24 785-814 
IPB001599H 18.42 6.40e-20 1019-1046 
IPB001599N 24.85 7.69e-20 1437-1469 
IPB001599A 10.97 9.69e-18 123-141 


1081 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 1257-1271 
IPB001599M 13.29 4.71e-13 1384-1395 
IPB001599G 13.87 8.94e-13 987-996 
IPB001599B 7.45 4.89e-12 209-221 
IPB001599D 11.61 6.90e-12 728-738 
IPB001599J 20.99 3.00e-ll 1085-1110 
IPB001599I 10.83 7.60e-ll 1054-1063 

TDDAA1 Cf\C\1J r O tf 1 A /T_ 1 f\ 1 H A 1 lo c 

IPB001599K 8. 15 1.46e-10 1214-1225 
1PBQ01599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 755-764 


1082 


EPB001599 


Alpha-2-macroglobulin family 


IPB001599F 18.95 7.00e-24 786-815 
IPB001599A 10.97 9.69e-18 123-141 
IPB001599B 7.45 4.89e-12 209-221 
1PB001599D 11.61 6.90e- 12 729-739 
1PB001599C 14.40 3.55e-09 236-252 
IPB001599E 1 1.06 9.77e-09 756-765 




TDDftA^ftl O 

lr D\)\J2\j I o 


Carboxylesterases type-B 


IPB002018 21.41 2.38e-27 195-235 

TTVO/lfM A1 O 1 1 A 1 r\ A"1 — 11 C f\ A e A A 

1PB002018 21.41 2.47e-12 504-544 


1083 


PR00878 


Cholinesterase signature VI 


PR00878F 4.95 8.07e-09 460-472 


1084 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 1.64e-16 1682-1697 
IPB000152 8.86 1.53e-15 1178-1193 
IPB000152 8.86 1.47e-14 1136-1151 
IPB000152 8.86 2.89e-14 1095-1110 
IPB000152 8.86 3.84e-14 932-947 
IPB000152 8.86 4.79e-14 1219-1234 
IPB000152 8.86 5.74e-14 642-657 
IPB000152 8.86 3.05e-13 1054-1069 






v^aicium-Dinding JiOr-like domain 


IPB001881B 12.28 4.00e-13 1682-1693 


1084 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367A 11.78 7.72e-13 1023-1043 
IPB001881B 12.28 7.75e-13 1095-1106 
IPB000152 8.86 9.18e-13 1261-1276 
IPB001881B 12.28 l.OOe- 12 642-653 
IPB001881B 12.28 2.20e-12 1483-1494 
IPB000152 8.86 6.40e-l2 1483-1498 
TPR001RR1R 1? ?R 4flp-19 1 17R-1 IRQ 

IPB001881B 12.28 8.20e-12 1261-1272 
IPB001881B 12.28 9.40e-12 1136-1147 


1084 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 1.00e-ll 1136-1155 


1084 


PR00010 


Type II EGF-Hke signature III 


PR00010C6.98 1.37e-ll 1687-1697 
IPB001881B 12.28 3.84e-ll 1219-1230 
PR00010C6.98 4.00e-ll 1183-1193 


1084 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.24e-ll 1059-1069 
IPB001881B 12.28 6.68e-ll 932-943 
IPB003886D 13.91 2.92e-10 1219-1238 


1084 


IPB003306 


WIF domain 


IPB003306E 25.51 4.00e-10 176-221 
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1084 


IPB000034 


LamininB 


IPB000034A 22.21 4.62e-10 187-222 
IPB001881B 12.28 5.29e-10 1054-1065 
IPB000152 8.86 5.50e-10 1303-1318 
IPB000033B 7.05 5.65e-10 1266-1276 
IPB000033B 7.05 6.23e-10 1100-1110 
IPB001881B 12.28 6.57e-10 1303-1314 
IPB001881B 12.28 7.43e-10 1014-1025 
IPB000152 8.86 7.75e-10 890-905 
IPB000033B 7.05 8.26e-10 1687-1697 
PR00010C 6.98 8.55e-10 937-947 


1084 


IPB000006 


"Vertebrate metallothionein, family 
l" 


IPB000006 13.41 8.94e-10 175-220 
IPB003886D 13.91 1.00e-09 1682-1701 
IPB000033B 7.05 1.24e-09 647-657 
IPB000033B 7.05 1.47e-09 1141-1151 
IPB000033B 7.05 1.95e-09 1183-1193 
IPB003306D 23.91 2.18e-09 194-242 
PR00010C 6.98 2.32e-09 647-657 
IPB003886D 13.91 2.52e-09 1178-1197 


1084 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.21e-09 413-431 
IPB003886D 13.91 4.32e-09 1095-1114 
IPB001881B 12.28 4.52e-09 890-901 
IPB000033B 7.05 4.79e-09 937-947 
PR00010C 6.98 4.95e-09 1059-1069 
PR00010C 6.98 5.39e-09 1224-1234 
IPB000034A 22.21 5.89e-09 399-434 
rKUUUlUU O.yo o.71e-09 1200-1276 
IPB001881B 12.28 6.87e-09 1442-1453 
IPB000033B 7.05 6.92e-09 1224-1234 
IPB003886D 13.91 7.09e-09 1261-1280 


1084 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 7.75e-09 1466-1487 


1 f\QA 


DDAftA/1Q 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.02e-09 92-106 


1084 


PR00009 


Type I EGF signature III 


PR00009C 11.70 8.20e-09 1058-1069 
IPB000152 8.86 8.58e-09 1637-1652 


1084 


IPB002557 


Chitin binding domain 


IPB002557B 12.64 9.31e-09 1453-1466 


1084 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.36e-09 1 187-1195 


1084 


IPB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919B 21.14 9.51e-09 899-921 
IPB000152 8.86 9.76e-09 1442-1457 
IPB003886D 13.91 9.86e-09 642-661 
IPB003886D 13.91 9.86e-09 932-951 
IPB000561 4.89 1.00e-0 8 420-428 
PR00010C 6.98 1.00e-08 1141-1151 


1086 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 9.25e-13 571-585 
PR00014C 14.47 6.63e-ll 651-669 
PR00014D 15.12 7.75e-ll 872-886 
PR00014D 15.12 5.74e- 10 443-457 
PR00014C 14.47 6.50e-10 854-872 

PR00014D 15.12 1.00e-08 770-784 


1087 


IPB001909 


KRABbox 


IPB001909 17.37 7.75e-31 16-50 


1087 


IPB000822 


"Zinc ringer, C2H2 type" 


IPB000822 14.67 7.55e-21 219-244 
IPB000822 14.67 4.21e-17 191-216 
IPB000822 14.67 8.80e-16 163-188 


1087 


PR00048 


C2H2-type zinc ringer signature I 


PR00048A 9.94 5.85e-14 188-201 
PR00O48A 9.94 9.31e-14 244-257 
PR00048A 9.94 8.41e-12 216-229 


1087 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 5.24e-ll 207-246 
PR00048A9.94 7.16e-ll 160-173 
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PR00048B 5.52 6.14e-10 232-241 
TPnnrn 77^ i q 1 7 7 as* i ft 1 ^ i i on 

IPB001275 19.17 8.06e-09 179-218 


1088 


IPB001909 


KRAB box 


IPB001909 17.37 7.75e-31 16-50 


1088 


PR00048 


C2H2-type zinc finger signature I 


PR00048A9.94 6.21e-ll 160-173 


1089 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 5.74e-34 89-132 
IPB002494C 14.46 1.44e-30 99-142 
IPB002494C 14.46 7.86e-29 64-107 
IPB002494C 14.46 1.41e-27 74-117 
IPB002494C 14.46 4.71e-25 30-73 
IPB002494C 14.46 6.69e-25 79- 


1089 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19.26 9.57e-13 68-86 
IPB002494C 14.46 9.61e-13 73-116 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
IPB002494C 14.46 4.37e-12 34-77 
IPB002494A 12.44 5.22e-12 91-124 
IPB002494C 14.46 6.06e-12 93-136 
IPB002494C 14.46 7.47e-12 83-126 


1089 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 7.62e-12 66-111 
IPB002494B 10.58 7.75e- 12 65-79 


1089 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 58-86 
IPB002494B 10.58 9.55e-12 120-134 
1PB001271 19.97 9.59e-12 19-47 
IPB002494B 10.58 1.28e-ll 26-40 
IPB002494B 10.58 1.28e-ll 70-84 
IPB002494A 12.44 1.86e-ll 121-154 
IPB002494A 12.44 2.82e-ll 56-89 
IPB001271 19.97 3.06e-ll 103-131 
1PB000006 13.41 4.50e-ll 70-115 
IPB000006 13.41 5.50e-ll 40-85 
IPB002494C 14.46 6.64e-ll 98-141 
IPB002494C 14.46 6.73e-ll 78-121 
IPB000006 13.41 8.20e-ll 65-110 
IPB002494A 12.44 9.14e-ll 57-90 
IPB001271 19.97 1.88e-l 0 28-56 
IPB001271 19.97 1.88e-10 72-100 
IPB002494C 14.46 2.14e-10 14-57 
IPB002494B 10.58 2.48e-10 56-70 
IPB000006 13.41 2.65e-10 61-106 
IPB001271 19.97 2.94e-10 67-95 
IPB001271 19.97 3.12e-10 18-46 
IPB000006 13.41 3.42e-10 22-67 
IPB002494B 10.58 4.22e-10 110-124 


1089 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.26e-10 39-79 
IPB002494A 12.44 4.27e- 10 46-79 
IPB000006 13.41 4.29e-10 21-66 
IPB001762A 23.93 4.45e-10 44-84 
IPB001271 19.97 5.41e-10 117-145 
IPB000006 13.41 6.23e-10 91-136 
IPB001271 19.97 6.47e-10 123-151 
IPB000006 13.41 6.61e-10 26-71 
IPB002494B 10.58 6.64e-10 31-45 
IPB002494B 10.58 6.64e-10 75-89 
IPB002494B 10.58 6.91e-10 41-55 
IPB002494B 10.58 6.91e- 10 85-99 
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IPB002494C 14.46 7.64e-10 108-151 
IPB002494A 12.44 7.65e-10 67-100 
IPB002494B 10.58 7.72e-10 100-114 
IPB002494A 12.44 8.06e-10 82-115 
IPB002494C 14.46 8.25e-10 19-62 


1089 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 8.67e-10 51-91 
IPB000359B 19.26 8.76e-10 59-77 
IPB001271 19.97 8.76e- 10 88-116 
IPB000006 13.41 9.03e-l0 114-159 
IPB001762A 23.93 9.04e-l0 45-85 
IPB001762A 23.93 9.04e-l0 94-134 
IPB002494C 14.46 9.48e-10 4-47 


1089 


IPB001169 


"Integrin beta, C-terminus" 


IPB001169K 27.45 4.89e-09 86-128 
IPB001271 19.97 4.93e-09 29-57 
IPB001271 19.97 4.93e-09 73-101 
IPB001271 19.97 4.93e-09 97-125 
IPB001271 19.97 4.93e-09 102-130 
IPB002494C 14.46 4.95e-09 65-108 
IPB000006 13.41 5.22e-09 81-126 


1090 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 9.43e-29 24-67 
IPB002494C 14.46 3.22e~22 14-57 
1PB002494C 14.46 8.08e-21 29-72 
IPB002494C 14.46 7.99e-20 19-62 
IPB002494A 12.44 3.29e-19 31-64 
IPB002494C 14.46 8.65e-18 9-52 
IPB002494A 12.44 8.15e-17 21-54 
1PB002494A 12.44 7.17e-l6 36-69 
IPB002494A 12.44 6.12e-15 2-35 
IPB002494A 12.44 4.96e- 14 26-59 
1PB002494C 14.46 2.86e-13 5-48 
IPB002494C 14.46 4.72e-13 28-71 
IPB002494C 14.46 5.30e-13 4-47 
IPB002494A 12.44 6.19e-13 12-45 
IPB002494A 12.44 6.54e-13 41-74 
IPB002494A 12.44 8.15e-13 1-34 
IPB002494C 14.46 9.5 1 e- 13 20-63 


1090 


IPB000359 


Cystine-knot domain 


1PB000359B 19.26 9.57e-13 28-46 


1090 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.21e-12 26-71 


1090 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.75e-12 18-46 
IPB002494A 12.44 l.lle-11 11-44 
IPB002494B 10.58 1.28e-ll 30-44 
IPB002494A 12.44 6.25e-ll 16-49 
BPB002494C 14.46 8.27e-ll 15-58 
IPB002494A 12.44 8.39e-ll 6-39 
IPB002494C 14.46 9.82e-ll 10-53 


1090 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 34-74 
IPB002494A 12.44 9.90e-09 27-60 
IPB000006 13.41 1.00e-08 25-70 


1091 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 20-63 
IPB002494C 14.46 7.86e-32 124-167 
IPB002494C 14.46 6.55e-31 64-107 
IPB002494C 14.46 8.95e-31 89-132 
IPB002494C 14.46 1.44e-30 134-177 
IPB002494C 14.46 4.23e-28 99-142 
IPB002494C 14.46 9.46e-26 


1091 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 24-42 
IPB000359B 19.26 9.57e-13 68-86 
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1PB002494A 12.44 1.56e-12 42-75 
IPB002494B 10.58 2.50e-12 51-65 
IPB002494B 10.58 2.50e-12 95-109 
EPB002494B 10.58 2.50e-12 130-144 
IPB002494C 14.46 5.41e-12 34-77 
IPB002494C 14.46 6.06e-12 128-171 
IPB002494C 14.46 7.28e-12 118-161 


1091 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 58-86 
IPB002494C 14.46 9.25e-12 103-146 
IPB002494B 10.58 9.55e-l2 155-169 
IPB001271 19.97 9.59e-12 19-47 
IPB002494B 10.58 1.28e-ll 26-40 
IPB002494B 10.58 1.28e-ll 70-84 
IPB002494A 12.44 1.86e-ll 156-189 
IPB001271 19.97 3.06e-ll 138-166 
IPB002494A 12.44 4.00e-ll 56-89 


1091 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 66-111 
IPB002494C 14.46 4.91e-ll 113-156 
IPB001271 19.97 5.13e-ll 97-125 
IPB002494C 14.46 6.64e-ll 133-176 
IPB000006 13.41 6.80e-l 1 40-85 
IPB000359B 19.26 7.48e-ll 103-121 
IPB002494C 14.46 7.91e-ll 98 


1091 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.04e-10 129-169 
IPB002494C 14.46 9.21e-10 65-108 
IPB000006 13.41 9.42e-10 95-140 
IPB002494C 14.46 9.48e-10 4-47 
IPB000359B 19.26 9.69e-10 158-176 
IPB000359B 19.26 1.28e-09 153-171 
IPB000006 13.41 1.55e-09 115-160 


1091 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 51-91 
IPB002494A 12.44 1.58e-09 147-180 
IPB001762A 23.93 1 .88e-09 39-79 ! 
IPB001271 19.97 2.15e-09 98-126 1 
IPB002494A 12.44 2.55e-09 62-95 
IPB002494A 12.44 3.13e-09 41-74 
IPB002494A 12.44 3.23e-09 28-61 
IPB002494A 12.44 3.23e-09 72-105 
IPB002494A 12.44 3.23e-09 77-110 
IPB002494B 10.58 3.41e-09 16-30 
IPB001271 19.97 3.78e-09 23-51 
IPB001271 19.97 3.78e-09 67-95 


1091 


IPB001169 


"Integrin beta, C-tenninus M 


IPB001 169K 27.45 3.92e-09 121-163 
IPB000006 13.41 3.94e-09 80-125 
IPB000006 13.41 4.03e-09 140-185 
IPB001762A 23.93 4.18e-09 44-84 
IPB002494B 10.58 4.42e-09 125-139 

T'DDArkO/tn/t A 11 A A A AQa. AO 11 CLU 

lri5UUz4y4A 12.44 4.4oe-Uy jo-oo 
IPB000006 13.41 4.86e-09 65- 


1092 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 164-178 


1093 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


1094 


PR01223 


Bride of sevenless protein signature 
VI 


PR01223F4.19 9.78e-ll 203-227 


1094 


PR00354 


7Fe ferredoxin signature III 


PR00354C 6.24 8.06e-09 258-275 


1096 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 


1096 


PR00356 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 1.42e-10 193-206 


1097 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 87-111 
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1097 


PR00356 


Type II antifreeze protein signature 
VII 


PR00356G 10.21 8.15e-09 193-206 j 


1098 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 283-294 
PR00245B 13.73 3.77e-15 129-141 
PR00245C 14.65 2.73e-14 176-192 
PR00245D 9.34 2.59e-13 236-245 


1098 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 7.00e-12 118-129 
PR00245A 10.98 1.72e-ll 92-103 
IPB000276D 9.40 6.09e-10 282-298 


1098 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 51-63 


1098 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 3.86e-09 104-126 
PR00237B 12.45 6.92e-09 59-80 
PR00237A 9.81 8.3 le-09 26-50 


1099 


IPB0O2889 


WSC domain 


IPB002889B 11.76 3.44e-09 56-102 


1099 


IPB000561 


EGF-like domain 


IPB000561 4.89 4.86e-09 306-314 


1099 


IPB000034 


Laminin B 


EPB000034C 12.97 7.43e-09 306-324 


1099 


PR00346 


Tissue factor signature VIII 


PR00346H 10.74 8. 18e-09 542-565 


1101 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 997-1023 
PR00457D 18.35 1.53e-20 972-992 
PR00457C 18.81 9.42e-15 954-972 
PR00457G 14.17 4.48e-14 1177-1197 
PR00457H 14.82 5.85e-13 1248-1262 
PR00457F 14.42 6.32e-12 1050-1060 


1101 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 1.00e-10 180-194 
PR00457B 12.43 2.29e-10 802-817 


1101 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 376-413 
IPB003006B 20.23 8.92e-10 466-503 
IPB003006B 20.23 9.28e-10 283-320 


1101 


PR00019 


Leucine-rich repeat signature II 


PR00019B 1 1.42 6.73e-09 73-86 


1102 


PR00457 


Animal haem peroxidase signature V 


PR00457E 19.97 8.45e-24 973-999 
PR00457D 18.35 1. 53e-20 948-968 
PR00457C 18.81 9.42e- 15 930-948 
PR00457G 14.17 4.48e-14 1153-1173 
PR00457H 14.82 5.85e-13 1224-1238 
PR00457F 14.42 6.32e-12 1026-1036 


1102 


1PB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 l.00e-10 156-170 
PR00457B 12.43 2.29e-10 778-793 


1102 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 2.80e-10 352-389 
IPB003006B 20.23 8.92e-10 442-479 
IPB003006B 20.23 9.28e-10 259-296 


1103 


1PB002034 


Alpha-isopropylmalate and 
homocitrate synthase 


IPB002034D 19.67 7.61e-09 786-814 


1107 


IPB001359 


Synapsin 


IPB001359H 22.58 1.80e-l 4 741-791 


1107 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885A 11.46 8.16e-09 765-802 


1107 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 9.14e-09 746-798 


1110 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.52e-10 31-68 


1112 


IPB001841 


RING finger 


IPB001841 10.69 1.95e-09 153-162 


1113 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 2.64e-12 193-227 


1113 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 9.22e-12 288-328 


1113 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 1.87e-ll 304-344 


1113 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 6. 1 le-1 1 299-329 


1113 


IPB003527 


MAP kinase 


IPB003527C 14.70 3.43e-09 296-344 


1119 


PR01137 


Gap junction alpha-8 protein (Cx50) 
signature II 


PR01137B 18.37 8.83e-09 368-380 
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1120 


IPB000906 


ZU5 domain 


IPB000906G 25.85 2.58e-13 921-969 
IPB000906F 35.93 9.00e- 12 931-984 
IPB000906D 23.89 1.57e-ll 940-994 


1120 


PR00452 


SH3 domain signature n 


PR00452B 11.47 2.73e-ll 1036-1051 


1120 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 954-966 
IPB000906A 22.49 7.53e-10 914-956 
PR01415A 12.73 7.97e-l 0921-933 


1120 


PR00499 


Neutrophil cytosol factor 2 signature 
IV 


PR00499D 1 1.47 4.21e-09 1024-1044 


1120 


IPB002360 


Involucrin 


IPB002360C 15.36 4.90e-09 125-166 
IPB000906F 35.93 7.41e-09 898-951 


1120 


IPB000237 


GRIP domain 


IPB000237B 30.66 8.14e-09 142-192 


1124 


IPB000906 


ZU5 domain 


IPB000906D 23.89 7.66e-10 1 17-171 
IPB000906A 22.49 3.72e-09 58-100 
IPB000906G 25.85 6.69e-09 164-212 


1 1 oc 

1125 


LPB000906 


ZU5 domain 


IPB000906D 23.89 7.66e-10 117-171 

TDDAnAAA^ A Ol A(\ O T> Aft CO 1 AA 

IPB000906A 22.49 3.72e-09 58-100 


1129 


EPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421C 36.74 1.93e-16 131-175 
IPB000421B 20.70 1.36e-l4 79-99 


1130 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421C 36.74 1.93e-l6 131-175 
IPB000421B 20.70 1.36e-14 79-99 


1130 


PRO 1435 


NADH-plastoquinone 
oxidoreductase chain 5 signature II 


PR01435B 5.98 7.37e-10 1059-1083 


1131 


1PB002119 


Histone H2A 


IPB002119A4.97 1.00e-08 92-98 


1133 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 4.43e-18 178-216 


1133 


IPB003527 


MAP kinase 


IPB003527D 21.53 3.41e-16 171-212 


1133 


IPB000961 


Protein kinase C-terminal domain 


IPB000961A 16.82 6.56e-15 10-44 


1133 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861D 13.61 6.92e-15 8-44 


1133 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 6.34e-14 153-205 
IPB003527G 17.26 4.28e-13 320-357 
IPB001245A 22.45 8.07e-13 119-159 


1133 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 4.5 le-12 114-144 
IPB000861G 13.73 5.06e-12 180-229 


1133 


IPB000095 


PAlC-box /P21-Rho-binding 


IPB000095F 16.47 I.lSe-11 182-236 
IPB000961D 21.23 l.00e-10 174-215 
IPB001772A 13.64 1.86e-10 8-39 
IPB003527A 17.00 2.75e-10 17-42 
IPB000959B 15.68 9.10e-10 103-143 


1135 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 664-683 
PR00402B 12.26 4.69e-13 683-695 


1135 


PR00360 


C2 domain signature II 


PR00360B 11.64 9.25e-13 174-187 
PR00402C 13.13 8.03e-12 695-708 


1135 


IPB000008 


C2 domain 


IPB000008D 14.83 1.61e-ll 200-218 
PR00360A 15.18 6.00e-10 150-162 
PR00360A 15.18 8.33e-10 22-34 






Synaptotagmin signature IV 


nn AAiAAr\ i s\ rrr» a n r\ e\r\ >-tr\ on 

PR00399D 12.72 4.89e-09 79-89 
PR00360C 7.35 5.50e-09 196-204 


1137 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 261-280 


1137 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 7.16e-l4 134-149 
IPB000152 8.86 9.05e-14 216-231 
IPB000152 8.86 5.91e-13 261-276 


1137 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 216-227 


1137 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.69e-12 66-108 
IPB001881B 12.28 1.95e-ll 134-145 


1137 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-Il 266-276 
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1137 


PR01217 


Proline rich extensin signature VII 


PR01217G4.02 5.15e-ll 340-365 


1137 


PR00907 


Thrombomodulin signature II 


PR00907B 11.50 6.70e-ll 168-184 
IPB001881B 12.28 1.00e-10 261-272 


1137 


IPB000925 


Pneumovirus attachment 
glycoprotein G 


IPB000925F 15.07 3.60e-10 336-372 


1137 


IPB000561 


EGF-like domain 


IPB000561 4.89 6.25e-10 75-83 


1137 


T»T"» AAA 1 

PR00010 


Type II EGF-hke signature III 


PR00010C 6.98 L66e-09 266-276 


1137 


T->T-> AAA A A 

PR00049 


Wilm's tumour protein signature IV 


TJT> AAA/t AT\ A AA 1 *■» A~ AA 1 A O /To 

FR00049D 0.00 3.29e-09 348-362 
PR00049D 0.00 3.29e-09 350-364 
IPB000033B 7.05 3.84e-09 221-231 

DDA10T7I3 1 f\A A AQ*. AO 1AQ Id A 

rKUlZl lift J.U4 4.4oe-U9 34s-Jo4 

T>D A 1 0 1 7D A QO C CC« AA 1AH 1C1 

rKUlZl An 4.oZ (Oje-Uy 34/-303 
JLrJoUUU^OI H.ozf O. /ye-Vy Z/U-Z/o 

PR00010C6.98 7.15e-09 139-149 
PR01217D 4.57 7.16e-09 343-364 
PR00010C 6.98 7.80e-09 221-231 
IPB000033B 7.05 8.11e-09 139-149 


1 1 O H 

1137 




Thrombospondin type 3 repeat 


TPOAAH/CO A 1 t 7Q C <Oo AO 1 Q*3 OA1 
lr dUUjOO / A ll./o o.OZe-Uy IQ3-/.VJ 


1137 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.71e-09 348-360 

ppnnoinA o ha o a^_(\q "iAfL-i^si 
JrKUUy IUA Z. /4 y.4oe-Uy jHO-ojo 

ppm o i in acvj o qoo_aq 'xax i/ca 
rissjizi /o 4.uz y.yze-uy dhj-jOo 


1138 


IPB00H56 


Transferrin 


IPB001156H 23.81 7.75e-09 118-172 


1143 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 59-75 


1143 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 1-12 
PR00245D 9.34 1.53e-13 119-128 

DDAAOjICC O AiT ^ 01„ 10 1 CC 1 *7T 

PR00245E 8.96 6.81e-12 166-177 
PR00245B 13.73 1.00e-10 12-24 
IPB000276D 9.40 3.08e-09 165-181 


1143 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


Till AAT5TC 11 AO O 01« AA OI 1 AC 

PR00237E 13.03 3.o3e-09 82-105 
PR00237G 19.23 1.00e-08 155-181 


1144 


T\ T\ AAA AC 

PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 173-189 


1144 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 117-128 

T\Tt aao A rr\ r\ O vi -t r« n A A A a ja 

PR00245D 9.34 1.53e-13 233-242 

DDAAO/I CT7 Q A/C /C OU 1 OOA OOI 

JrKUUZ4.>il o.yo O.ole-lZ zou-zyi 
PR00245A 10.98 7.14e-12 91-102 

JrKUUZ4«)r> Ij./j o.!4e-lU 1Z0-14U 


1144 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 2.02e-09 103-125 

Tppnnnoo^r* o ac\ i aq*i no 0*70 oo*. 
irr>uuuz/ojj y.4u j.uoe-uy z/y-zyj 

PR00237E 13.03 3.83e-09 196-219 


1 144 


rKUUjJ4 


Melanocortin receptor family 
signature I 


PPAA4T1/1A 10 *7T C. 17 a AO ^A /CO 

rKUl034A 1Z. / f j.l /e-Uy DU-oZ 


1144 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 54-65 
PR00237G 19.23 1.00e-0 8 269-295 


1 1 AC 

1 140 


tddaaaai n 
IriSUUUU 1 / 


Syntaxin / epimorphin family 


TUTJAAAAIO 01 QA 1 B/lo AO 1/C8 OIO 

IrJBUUUUl / ZJ.oU I.o4e-Uy loo-Zl / 


1147 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 3.11e-12 117-135 
PR01360C 10.33 4.84e-ll 58-75 


1 1A7 
i 14 / 


iruuuuy / o 


inxeneuKin- 1 


IPB000975E 28.12 9.80e-09 96-135 


1147 


PR00264 


Interleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 55-75 


1148 


PR01248 


Type I keratin signature V 


PR01248E 12.72 3.67e-21 248-274 


1148 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.16e-20 104-143 
IPB001664A 11.94 8.13e-19 381-406 i 
PR01248C 10.07 8.34e-17 150-170 


1148 


IPB001322 


Intermediate filament tail domain 


IPB001322A 30.52 2.23e-14 370-423 
IPB001664C 11.32 3.25e-13 161-188 
PR01248B 8.42 3.29e-13 96-119 
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PR01248D 9.34 3.60e-12 222-237 
PR01248A 8.12 6.14e-ll 75-88 


1148 


PR01177 


Metabotropic gamma-aminobutyric 
acid type Bl receptor signature X 


PR01177J 6.10 4.96e-10 397-415 
PR01177J 6.10 3.63e-09 13-31 
IPB001664D 12.63 5.36e-09 279-305 


1151 


IPB001664 


Intermediate filament proteins 


IPB001664D 12.63 4.75e-28 384-410 


1151 


PR01276 


Type II keratin signature IV 


PR01276D 13.08 8.3 le-24 222-241 

ty*t»/\/m f~ £ A a 11 r\A r\ en **** 1 *>i 1 d 

IPB001664A 11.94 9.50e-23 132-157 


1151 


IPB001322 


Intermediate filament tail domain 


IPB001322C 22.70 4.75e-22 374-419 
IPB001664C 11.32 8.20e-21 266-293 
PR01276E 12.04 4.75e-15 301-318 
IPB001322A 30.52 4.08e-14 121-174 
PR01276F 10.92 3.21e-U 352-367 
PR01276C 10.16 8.66e-ll 208-221 
IPB001664B 17.44 5.27e-10 191-230 
PR01276B 9.79 5.96e-10 161-173 
PR01276A 10.31 7.16e-10 134-142 


1151 


IPB003743 


DUF164 


IPB003743B 20.16 9.21e-l0 300-338 


1152 


IPB001818 


Matrixin 


IPB001818C 24.38 8.03e-32 157-202 
IPB001818B 26.48 6.04e-31 112-153 
IPB001818A 14.60 2.13e-29 66-95 
IPB001818H 15.46 3.25e-23 332-358 
IPB001818F 11.19 4.91e-20 231-251 


1152 


PR00138 


Matrixin signature I 


PR00138A 12.54 1.64e-16 86-99 
PR00138C 20.07 1.78e-16 155-183 
IPB001818G 14.71 1.96e-I2 268-280 
PR00138B 14.84 5.21e-10 131-146 


1153 


IPB001818 


Matrixin 


IPB001818C 24.38 8.03e-32 157-202 
IPB001818B 26.48 6.04e-31 112-153 
IPB001818A 14.60 2.13e-29 66-95 
IPB001818H 15.46 3.25e-23 332-358 
IPB001818F 11.194.91e-20 231-251 


1153 


r»r> A/\ no 

PR00138 


Matrixin signature I 


TlTiAAIOOA 1 O C A 1 t? A 1. 1 £~ O £~ AO 

PR00138A 12.54 1.64e-16 86-99 

T>T> AA 1 1 0P OA A1 1 TO — 1 C 1 f C 1 OO 

PR00138C 20.07 1.78e-lo 155-183 
IPB001818G 14.71 1.96e- 12 268-280 
PR00138B 14.84 5.21e-10 131-146 


1154 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 


1154 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.87 5.25e-09 12-25 


1155 


IPB00H24 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1156 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135B 13.24 9.39e-10 84-128 
IPB000135A 11.69 6.19e-09 111-165 


1156 


1PB003533 


Doublecortin 


IPB003533H 6.52 7.51e-09 49-72 


1159 


IPB001510 


Poly(ADP-ribose) polymerase zinc 
finger domain 


IPB001510D 30.92 1.00e-40 490-543 
IPB001510E 22.53 1.00e-40 570-624 
IPB001510A 34.80 7.2le-40 92-137 
IPB001510B 23.09 6.14e-34 306-348 
IPB001510C 15.91 6.54e-27 363-396 


1159 


IPB000977 


ATP-dependent DNA ligase 


IPB000977B 14.05 4.60e-13 508-517 
IPB000977C7.51 l.OOe- 12 590-599 
IPB000977A 8.89 1.47e-09 480-487 


1160 


IPB000215 


Serpins 


IPB000215E 15.36 5.50e-23 401-425 
IPB000215D 15.35 6.82e-21 317-343 
IPB000215A 13.01 7.43e-18 27-50 
IPB000215C 13.90 3.16e-12 207-221 
IPB000215B 9.87 9.59e-ll 178-190 
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1166 


IPB001309 


ICE-like protease (caspase) p20 
domain 


IPB001309A 10.71 3.57e-14 7-17 


1166 


PR00376 


Interleukin-IB converting enzyme 
signature I 


PR00376A 12.81 1.61e-10 5-18 


1168 


IPB000364 


Phosphoenolpyruvate carboxykinase 
(GTP) 


IPB000364M 26.08 1.40e-09 589-623 


1169 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 118-142 


1171 


PR00320 


G protein beta WD-40 repeat 
signature II 


PR00320B 12.82 6.62e- 13 478-492 


1171 


PR0O308 


Type I antifreeze protein signature I 


PR00308A 3.72 8.17e-13 158-172 
PR00320A 13.15 2.89e-12 478-492 
PR00320C 12.32 4.18e-12 247-261 
PR00320C 12.32 4.71e-12 478-492 
PR00320B 12.82 7.75e-12 247-261 
PR00320A 13.15 8. lle-12 427-441 
PR00320A 13.15 9.05e-l 2 247-261 
PR00308B 3.38 9.27e-12 161-172 
PR00308A 3.72 9.76e-12 162-176 
PR00308C 2.791.00e-ll 161-170 


1171 


PR01511 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR01511D3.91 3.02e-ll 163-173 
PR00320C 12.32 3.57e-ll 427-441 
PR00320B 12.82 5.09e-ll 520-534 
PR00320B 12.82 7.14e-ll 427-441 
PR00320A 13.15 7.55e-ll 520-534 
PR00320C 12.32 4.52e-10 520-534 


1171 


PR00833 


Pollen allergen Poa pi signature VIII 


PR00833H 2.61 8.56e-10 164-178 
PR00308C 2.79 8.77e-10 165-174 
PR01511D 3.91 9.88e-10 159-169 


1171 


IPB001680 


G-protein beta WD-40 repeats 


IPBO0168O 10.43 1.45e-09 429-440 
PR00308B 3.38 1.76e-09 165-176 
IPB001680 10.43 3. 70e-09 480-491 
IPB001680 10.43 4.15e-09 249-260 


1171 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 5.08e-09 163-177 
PR00308A 3.72 6.74e-09 159-173 
PR00320A 13.15 7.75e-09 303-3 17 
PR00833H 2.61 7.78e-09 161-175 
PR00320B 12.82 8.45e-09 344-358 


1171 


IPB000102 


Neuraxin / MAP IB repeat 


IPB000102A 10.50 8.88e-09 156-184 
IPB001680 10.43 9.10e-09 522-533 
IPB000102A 10.50 9.22e-09 160-188 
PR00308B 3.38 9.75e-09 162-173 


1175 


IPB001559 


Phosphodiesterase family 


IPB001559D 19.17 5.00e-20 176-202 
IPB001559C 16.25 5.34e-16 141-162 
IPB001559E 16.18 5.35e-l6 214-232 
IPB001559A 10.81 1.23e-ll 18-29 
IPB001559B 12.98 8.50e-10 122-132 


1183 


IPB003817 


Phosphatidylsenne decarboxylase 


IPB003817D 23.34 8.71e-25 338-364 i 
IPB003817C 10.66 4.00e-15 316-328 
IPB003817E 13.21 2.67e-14 427-443 
IPB003817A 12.64 4.15e-13 162-176 


1184 


IPB000580 


TSC-22 / Dip / Bun family 


IPB000580 14.33 1.00e-40 116-170 


1185 


PR00072 


Malic enzyme signature IV 


PR00072D 12.09 9.29e-09 571-589 


1187 


PR00901 


Pheromone B alpha- 1 receptor 
signature VIII 


PR00901H 14.75 4.05e-09 56-66 


1188 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469I 10.99 4.86e-16 747-765 
IPB002469H 21.17 6.14e-16 702-737 
IPB002469J 8.97 3.52e-12 829-845 
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1188 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-l 1 734-765 
IPB002469G 26.76 9.24e-l 1 657-695 


1189 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-16 747-765 
IPB002469H 21.17 6.14e-16 702-737 
IPB002469J 8.97 3.52e-12 791-807 


1189 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 734-765 
IPB002469G 26.76 9.24e-ll 657-695 


1190 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB0024691 10.99 4.86e-16 734-752 
IPB002469H 21.17 6.14e-16 689-724 
IPB002469J 8.97 3.52e-12 816-832 


1190 


IPB002471 


Prolyl endopeptidase family serine 
active site 


IPB002471B 24.90 3.66e-ll 721-752 
IPB002469G 26.76 9.24e-ll 644-682 


1191 


IPB000524 


"Bacterial regulatory proteins, GntR 
family" 


IPB000524 18.80 7.19e-10 54-94 


1193 


IPB000906 


ZU5 domain 


IPB000906A 22.49 6.14e-19 241-283 
IPB000906F 35.93 3.09e-16 159-212 
IPB000906F 35.93 7.91e-16 192-245 


1193 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 348-360 
IPB000906A 22.49 1.71e-14 142-184 
PR01415A 12.73 9.10e-13 799-811 
IPB000906F 35.93 1.00e-12 442-495 
IPB000906A 22.49 5.66e-12 208-250 
IPB000906G 25.85 9.36e-12 149-197 
PR01415A 12.73 1.00e-ll 1 


1194 


PR00834 


HtrA/DegQ protease family signature 
III 


PR00834C 15.48 7.35e-l 9 253-277 
PR00834D 11.75 7.39e- 17 291-308 
PR00834B 10.17 3.25e-13 212-232 
PR00834E 13.43 6.03e-12 313-330 


1194 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 296-312 
PR00834A 8.79 1.44e-ll 191-203 
PR00834Fll.il 1.53e-09 374-386 
IPB000126A 11.75 9.83e-09 183-198 


1195 


PR00424 


Adenosine receptor signature IV 


PR00424D 13.35 4.34e-22 21-40 


1195 


PR00555 


Adenosine A3 receptor signature V 


PR00555E7.35 4.75e-21 105-122 
PR00555F 11.48 2.74e-20 152-169 
PR00555D 10.79 9.36e-19 60-76 
PR00424E 14.23 3.75e-14 74-87 


1195 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.21e-14 119-145 
PR00237F 14.34 9.28e-14 83-107 
PR00237E 13.03 4.60e-12 33-56 


1195 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276D 9.40 7.30e~12 129-145 
PR00424F 8.75 9.07e-12 119-129 


1197 


PR00245 


Olfactory receptor signature IV 


PR00245D 9.34 1.53e-13 241-250 
PR00245C 14.65 1.56e-12 181-197 


1197 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 5.20e-12 123-134 


1197 


PR00237 


Rhodopsin-like GPCR superfamily 
signature III 


PR00237C 14.77 6.73e-ll 109-131 
PR00245E 8.96 3.30e-10 288-299 
PR00237E 13.03 4.77e-10 204-227 
PR00245A 10.98 3.65e-09 97-108 
PR00245B 13.73 4.60e-09 134-146 


1197 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 8.43e-09 56-68 


1198 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 30-46 
PR00505B 11.79 8.88e-12 51-65 


1199 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 6.38e-10 25-48 


1199 


PR00179 


Lipocalin signature II 


PR00179B 7.67 2.35e-09 11 1-123 
PR00179A 13.97 5.80e-09 31-43 
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PR00179C 17.26 6.70e-09 138-153 


1199 


PR01174 


Retinol binding protein signature VI 


PR0H74F 11.76 6.82e-09 HO-126 
PR01254E 14.07 8.23e-09 135-149 


1199 


PR01275 


Neutrophil gelatinase lipocalin 
signature II 


PR01275B 9.02 1.00e-08 33-43 


1200 


PR01042 


Aspartyl-tRNA synthetase signature 
IV 


PR01042D 11.70 2.67e-14 432-446 
PR01042B 12.76 4.69e-l 1 233-246 
PR01042C 16.81 5.50e-ll 393-409 
PR01042A 9.0 1 9.77e-l0 217-229 


1200 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-II 


IPB002106A 13.35 1.00e-08 169-181 


1201 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 8.03e-09 528-553 


1202 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952E 9.04 2.46e-16 31-48 


1203 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 297-332 


1204 


1PB000958 


KH domain 


IPB000958 6.84 5.09e-12 1 12-125 
IPB000958 6.84 2.29e-l 1 28-41 
IPB000958 6.84 7.88e-10 276-289 


1207 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 29-78 
IPB001393B 11.93 1.00e-40 132-185 
IPB001393C 16.33 1.00e-40 188-240 
IPB001393D 11.26 1.00e-40 283-335 


1207 


PR00312 


Calsequestrin signature V 


PR00312E 8.61 7.75e-36 163-192 
PR00312I 15.97 5.71e-35 326-354 
PR00312F 16.12 7.87e-35 193-222 
PR00312H 13.19 2.80e-34 257-284 
PR00312J 13.61 6.48e-34 357-385 
PR00312D9.10 7.17e-33 122-151 
PR00312B 14.57 4.41e-32 56-85 
PR00312C 16.48 5.62e-32 86-115 
PR00312G 11.43 1.49e-31 224-251 
PR00312A 1 1.96 7.94e-27 29-52 


1209 


IPB002151 


Kinesin light chain repeat 


IPB002151A 1 1.63 5.55e-10 275-305 | 


1209 


PR00985 | 


Leucyl-tRNA synthetase signature I 


PR00985A 10.14 8.25e-09 515-532 


1210 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 7.89e-16 137-186 


1210 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.63e-15 158-180 


1210 


IPB001003 


M MHC Class II, alpha chain, alpha- 1 
domain" 


IPB001003B 14.72 3.87e-10 145-188 


1213 


PR00205 


Cadherin signature II 


PR00205B 20.09 8.31e-23 244-273 


1213 


IPB002126 


Cadherin domain 


IPB002126B 12.04 5.80e-16 232-249 
PR00205D 12.22 7.26e-15 436^55 
PR00205F 19.57 1.64e-14 515-541 
PR00205G 13.05 4.86e-14 549-566 
PR00205A 17.38 7.88e-14 75-94 
PR00205D 12.22 3.40e-13 331-350 
PR00205D 12.22 5.80e-13 223-242 


1214 


IPB001580 


Calreticulin family 


IPB001580D 12.66 2.71e-38 259-294 
IPB001580B 18.74 1.90e-35 166-201 


1214 


PR00626 


Calreticulin signature IV 


PR00626D 7.86 9.00e-30 242-264 
IPB001580A 12.93 8.71e-28 91-113 
PR00626E 10.35 4.68e-23 280-299 
PR00626B 14.56 6.06V20 126-142 
PR00626E 10.35 8.00e-19 266-285 
PR00626A 14.93 6.50e-18 100-118 
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PK00626C 9.33 8.71e-18 215-228 
IPB001580C 9.76 1.56e-17 242-254 
LtdUU1D8U1) 12.00 2.38e-lo 24D-28U 

t"dt) aa i coat* 1 1 £6 C l/t«^1 £ 1T2 7A8 

irtJUUIjoUlJ 12. 00 o.34e-lu 2/3-3Uo 

IPB001580C 9.76 4.30e-15 208-220 
IPB001580C 9.76 4.16e-14 225-237 

rKUUOZO^ y.oo /./je-lZ 232-240 

PR00626D 7.86 9.14e-09 208-230 


1215 


IPB000006 


"Vertebrate metailothionein, family 
1 


IPB000006 13.41 3.90e-12 32-77 

FDTIAAAAAA 1141 A Ala 10 10 ftA 
li^tSUUUUUO 1.3.41 4.4ie-12 3y-o4 

IPB000006 13.41 6.70e-ll 35-80 


1215 


PRO 1228 


Eggshell protein signature III 


rivuizzoiw. j.oy i.zze-iu zo-4i 
PR01228C5.69 1.98e-10 10-25 


1215 


IPBQ01271 


Mammalian defensin 




1215 


IPB002494 


Keratin, nigh sultur r$2 protein 


T'DTSAAO/IOvir 1 1 A AA 1 1£o 1A A^I QQ 

lrr>UU/4y4U 14.40 3.30e-lU 4D-oo 
IPB001271 19.97 3.47e-10 29-57 
IPB002494A 12.44 6.11e-10 70-103 


1215 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 11-42 
EPB002174A 30.51 7.81e-10 3-34 
PR01228C 5.69 8.05e-10 19-34 


1215 


IPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 76-99 

TT)Dnm/A>) A 11 A A ft AO _ 1f\ ie CO 

lPBUU24y4A 12.44 y.U8e-lU 23-jo 


1215 


PR00858 


Crustacean metallothionein signature 
II 


PR00858B 5.93 1.48e-09 40-58 
IPB000006 13.41 3.11e-09 36-81 


1215 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169K 27.45 3.19e-09 42-84 


1215 


1PB002919 


Trypsin Inhibitor-like cysteine rich 
domain 


IPB002919A 15.56 3.57e-09 52-64 
IPB002174A 30.51 4.15e-09 27-58 
IPB001271 19.97 4.44e-09 58-86 

innAna A/\ A A 1 1 A A A ftT_ Art *>*^ £ 

IPB002494A 12.44 4.97e-09 32-65 
PR01228C 5.69 5.03e-09 18-33 

TJT> A1 I^OP C JZC\ C f\1 ~ Aft 11 

FKU122SC j.oy D.OJe-Oy 22-3/ 
IPB002174A 30.51 5.28e-09 19-50 


1215 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 28-58 
IPB000006 13.41 5.59e-09 42-87 
IPB002174A 30.51 5.72e-09 36-67 
PR01228C 5.69 5.76e-09 27-42 


1215 


IPB000564 


2Fe-2S Ferredoxin 


IPB000564A 17.31 o.49e-09 1-19 


1215 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 1 1.44 6.55e-09 5-21 
IPB002174A 30.51 6.62e-09 7-38 


1215 


1PB002867 


Cysteme-nch domain (C6HC) 


IPB002867D 24.88 7.19e-09 38-69 
IPB000006 13.41 7.24e-09 50-95 


1215 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 60-95 
IPB001 169K 27.45 7.81e-09 35-77 

TT>T» AAAAA^ 1 1 A 1 O A*7o AA 1 AO 

1PB000006 13.41 8.07e-09 3-48 

tt|o AAAAAiC 11/41 O A*7«. AA Af\ OC 

IPBOOUOUo 13.41 8.0/e-Oy 4U-o-> 
IPB002494A 12.44 8.35e-09 29-62 

TPROOOOOfi 11 41 S A A<± AQ 55-100 
li DuUUl/UO 1 J.HI Ot*rtC"V7 JJ"lw 


1215 


PR01117 


CLC-6 chloride channel signature I 


PR01 1 17A 7.79 9.47e-09 51-63 
IPB001271 19.97 9.51e-09 67-95 
IPB002174A 30.51 9.77e-09 39-70 


1215 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 48-69 


1218 


PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 


1221 


IPB002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 119-160 


1221 


PR00216 


Osteopontin signature I 


PR00216A 11.45 9.71e-34 2-31 
IPB002038B 15.58 2.06e-32 23-67 
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PR00216C 9.12 5.85e-32 41-66 
IPB002038A 12.23 5.15e-31 1-30 
PR00216G 12.73 8.50e-30 231-256 
PR00216F 12.92 1.62e-22 152-170 
PR00216D 3.16 3.30e-18 88-102 
PR00216E 6.95 3.81e-18 120-134 
IPB002038D 9.52 5.50e-17 248-263 
PR00216D 3.16 3.69e-12 82-96 


1221 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 63-90 


1222 


IPB000215 


Serpins 


IPB000215A 13.01 9.14e-18 107-130 
IPB000215D 15.35 3.74e-17 332-358 
IPB000215E 15.36 6.68e-16 419-443 
IPB000215C 13.90 7.88e-15 229-243 


1223 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.52e-10 279-316 
IPB003006A 17.51 7.75e-09 141-163 


1225 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 399-447 


1225 


PR01158 


Topoisomerase II signature VIII 


PR01 158H 13.39 5.50e-30 728-750 
IPB001241G 14.13 1.00e-29 471-497 
PR01 158K 14.14 5.24e-27 947-973 
PR01 158G 9.37 5.91e-27 681-704 


1225 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 684-719 
IPB001241E 20.94 3.00e-22 295-321 
PR011581 13.95 7.00e-22 758-778 
PR01158D 11.94 5.24e-21 489-504 


1225 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 470-486 
IPB001241B 10.04 2.7le-19 96-1 14 
PR00418G 12.91 8.94e-l 9 488-505 
IPB001241H 17.27 1.96e-18 732-755 


1225 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-18 243-261 
PR01158J 13.56 3.45e-18 863-877 
IPB002205D 10.13 3.54e-18 791-812 
PR00615B 18.03 3.77e-18 631-649 
PR00418C 9.38 1.82e-17 100-114 
PR004181 17.21 4.60e-17 550-566 
IPB002205A 8.13 9.54e-17 653-671 
PR00418A 13.58 7.65e-16 20-35 
PR01158C 11.35 1.00e-15 443-456 
PR01158E 8.11 2.29e-15 509-520 
PR01158F 10.39 4.71e-l5 556-568 
PR00615C 17.93 8.50e-15 1072-1090 
PR00418E 14.82 1.37e-14 397-411 
IPB001241D 14.87 1.43e- 14 252-265 
PR00418B 12.37 2.57e-14 57-70 
PR00418D 14.25 2.71e-14 252-265 
PR01158A 7.61 4.60e-13 380-390 
IPB002205C 11.89 5.09e-12 736-750 
PR00418H 10.58 5.91e-12 508-520 
IPB001241C 13.37 1.31e-ll 154-166 


1225 


IPB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-l 1 1 140-1 194 
PR01158B 8.30 1.27e-10 395-402 


1225 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 5.64e-09 1286-1310 
IPB000135D 2.13 7.45e-09 1287-131 1 
IPB000135D 2.13 8.09e-09 1288-1312 


1225 


PR01469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 52-70 
IPB000135D2.13 8.73e-09 1284-1308 


1226 


IPB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 11.08 1.50e-12 248-263 


1226 


PR00154 


AMP-binding signature I | PR00154A 8.79 5.14e-09 241-252 
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1227 


IPB001043 


"Vinculin, type 1" 


IPB001043E 22.70 9.08e-09 136-173 


1228 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 3.48e-24 96-130 
IPB001073C 13.07 4.50e-13 163-182 
IPB001073A 22.14 6.55e-13 42-76 


1228 


PR00007 


Complement C1Q domain signature 

n 


PR00007B 15.63 9.56e-13 116-135 
IPB001073D7.60 1.00e-ll 195-204 
PR00007D9.66 2.00e-ll 193-203 
PR00007C 16.13 7.38e-ll 163-184 
PR00007A 20.64 3.04e-10 89-115 


1230 


IPB000906 


ZU5 domain 


IPB000906A 22.49 1.99e-15 274-316 


1230 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 3.70e-15 381-393 
IPB000906G 25.85 6.04e-12 900-948 
IPB000906A 22.49 2.24e-ll 893-935 
PR01415A 12.73 l.OOe- 10 281-293 
IPB000906F 35.93 1. 6 le- 10 225-278 
PR01415A 12.73 2.45e-10 796-808 
IPB000906D 23.89 3.88e-10 3 


1230 


PR00665 


Oxytocin receptor signature V 


PR00665E 6.24 6.76e-09 756-769 
IPB000906E 22.11 7.22e-09 278-318 
PR01415B 10.23 7.75e-09 260-272 
PR01415B 10.23 9.25e-09 227-239 


1231 


JDPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1232 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1233 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124C 25.71 7.71e-17 210-253 
IPB001124D 21.85 5.71e-14 274-310 


1234 


PR00053 


Fork head domain signature II 


PR00053B 12.24 8.50e-09 523-540 


1236 


IPB000258 


Bacterial ice-nucleation proteins 
octamer repeat 


IPB000258G 8.61 7.77e-09 92-145 


1237 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPBOO3006B 20.23 6.57e-13 253-290 


1240 


IPB001627 


Sema domain 


IPB001627F 22.05 5.09e-29 255-288 
IPB001627G 21.49 2.17e-28 31 1-344 
IPB001627C 21.13 1.22e-21 162-193 
IPB001627B 18.84 l.79e-2l 117-145 


1240 


IPB002165 


Plexin repeat 


IPB002165C 18.49 3.45e-19 255-287 
IPB0016271 10.67 6.57e-15 386-399 
IPB001627A 16.97 5.26e-14 98-113 
IPB001627H 10.22 1.35e-13 358-370 
IPB001627K 13.76 7.92e-13 524-536 
IPB001627J 11.43 1.22e- 12 436-452 
IPB002165C 18.49 3.64e-12 254-286 
IPB002165D 14.72 3.65e-12 524-536 
IPB001627D 16.04 6.70e-l2 209-224 
IPB002165B 13.59 7.57e-12 136-145 
IPB001627E 8.70 9.59e-12 230-239 


1247 


PR00011 


Type III EGF-like signature IV 


PROOOllD 12.12 8.93e-16 767-785 
PROOOllD 12.12 1.00e-15 550-568 
PROOOllB 13.08 5.06e-15 767-785 
PROOOllB 13.08 6.65e-15 289-307 
PROOOllD 12.12 6.67e-15 289-307 j 
PROOOllA 14.05 2.53e-14 289-307 
PROOOllD 12.12 5.86e-14 638-656 
PROOOllB 13.08 8.50e-14 550-568 
PROOOllB 13.08 1.93e-13 160-178 
PROOOllB 13.08 2.55e-13 203-221 
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PROOOllB 13.08 2.86e-13 421-439 
PROOOllD 12.12 3.83e-13 378-396 
PROOOllD 12.12 6.00e-13 421-439 
PROOOllA 14,05 7.83e-13 378-396 
PROOOllA 14.05 9.53e-13 203-221 
PROOOllB 13.08 9.53e-13 378-396 
PROOOllD 12.12 1.00e-12 810-828 
PROOOllB 13.08 1.59e-12 810-828 
PROOOllA 14.05 2.05e-12 550-568 
PROOOllD 12.12 3.02e-12 203-221 
PROOOllB 13.08 4.84e-12 638-656 
PROOOllD 12.12 5.50e-12 160-178 
PROOOllD 12.12 7.67e-12 507-525 


1247 


IPB000561 


EGF-like domain 


IPB000561 4.89 7.75e-12 210-218 
PROOOllD 12.12 8.29e-12 332-350 
PROOOllA 14.05 8.65e-12 421-439 
PROOOllA 14.05 1.55e-ll 767-785 
PROOOllD 12.12 1.73e-ll 593-611 
PROOOllA 14.05 3.08e-ll 638-656 
PROOOllB 13.08 5.43e-ll 593-611 
PROOOllD 12.12 6.66e-ll 464-482 
PROOOllB 13.08 7.78e-ll 332-350 
PROOOllD 12.12 7.82e-ll 724-742 


1247 


IPB000034 


Laminin B 


IPB000034C 12.97 8.04e-ll 210-228 
PROOOllA 14.05 8.34e-ll 724-742 
PROOOllA 14.05 8.62e-ll 160-178 
PROOOllB 13.08 9.03e-ll 246-264 
PROOOllA 14.05 1.40e-10 810-828 
PROOOllB 13.08 1.53e-10 724-742 
PROOOllA 14.05 1.93e-10 507-525 
PROOOllD 12.12 2.25e-10 246-264 
PROOOllB 13.08 2.59e-10 507-525 
PROOOllA 14.05 4.04e-10 464-482 


1247 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 4.35e-10 115-157 
IPB000561 4.89 4.75e-10 296-304 
PROOOllA 14.05 5.63e-10 246-264 


1247 


IPB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 7. 17e- 10 294-310 
PROOOllD 12.12 8.20e-10 681-699 
PROOOllB 13.08 1.25e-09 464-482 
IPB000561 4.89 l.64e-09 731-739 
PROOOllA 14.05 2.00e-09 332-350 
PROOOllA 14.05 2.75e-09 681-699 


1247 


PR00764 


Complement C9 signature VI 


PR00764F 15.74 3.96e-09 237-257 


1247 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 4.60e-09 785-816 
PROOOllA 14.05 4.87e-09 593-611 


1247 


IPB002899 


EB module 


IPB002899A 6.67 6.32e-09 415-421 
IPB002899A 6.67 6.32e-09 761-767 


1247 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494A 12.44 6.32e-09 652-685 


1247 


IPB003884 


Factor I membrane attack complex 


IPB003884F 16.26 7.27e-09 587-602 
IPB000034C 12.97 7.55e-09 296-314 
IPB001886E 10.90 7.83e-09 772-788 
IPB000561 4.89 8,71e-09 645-653 
IPB0OO56I 4.89 8.71e-09 688-696 
PROOOllB 13.08 8.77e-09 681-699 
IPB000561 4.89 1.00e-08 253-261 


1249 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 5.04e-18 129-160 


1249 


PR01475 


Parkin signature IX 


PR014751 10.01 8.01e-09 86-108 


1254 


IPB002209 


HBGF (heparin binding growth 


IPB002209B 26.84 8.50e-31 90-128 
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factor) family 


IPB002209C23 IS 1 00e-19 1T7-164 


1254 


PR00262 


IL1/HBGF family signature I 


PR00262A 25.25 4.38e-l 1 77-104 






riepann Dinaing growini iacior iamiiy 

olgliaiUTC A Y 


PR00263C 8 53 7 Sle-10 90-102 
PR00262B 23.59 1.00e-08 108-128 






11 11111 UllUgiUUUlllJ allU lliajKJl 
lii^tncrtTTinatiliilitv cnmnleY domain 


IPB003006B 20 23 7 48e-10 1 65-202 


1260 


IPB000956 


Stathmin 


IPB000956B 9.49 7.36e-ll 208-241 


1ZOU 




oiaininin iamny signdiurc 11 


PROO^SR 6 89 9 1 Se-1 1 207-71 S 


1260 


IPB000533 ' 


Tropomyosin 


IPB000533C 10.81 3.06e-09 113-154 


1261 


IPB000215 


Serpins 


IPB000215D 15.35 5.03e-14 324-350 
IPB000215A 13.01 2.91e-12 49-72 
IPB000215C 13.90 5.00e-09 216-230 


1262 


PR01377 


Claudin-1 signature I 


PR01377A 7.94 1.00e-16 22-33 


1263 


PR00328 


GTP-binding SARI protein signature 
I 


PR00328A 12.43 5.14e-12 27-50 
PR00328B 7.64 2.38e-ll 55-79 


1263 


IPB000251 


ADP-ribosylation factors family 


IPB000251A 23.98 9.70e-09 55-108 


1264 


IPB001919 


"Cellulose-binding domain, bacterial 
type" 


IPB001919B 14.22 2.97e-09 270-294 


1265 


PR00258 


Speract receptor signature II 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 
PR00258C 9.05 7.30e-14 508-518 
PR00258A 13.56 4.34e-13 474-490 
PR00258D 14.29 2.66e- 12 93-107 
PR00258D 14.29 4.55e-12 539-553 
PR00258A 13.56 7.20e-ll 133-149 
PR00258D 14.29 4.53e-10 294-308 
PR00258A 13.56 6.22e- 10 229-245 
PR00258C 9.05 4.83e-09 163-173 
PR00258E 14.06 5.72e-09 215-227 
PR00258E 14.06 7.20e-09 562-574 


1266 


PR00258 


Speract receptor signature II 


PR00258B 7.94 3.00e-16 493-504 
PR00258C 9.05 3.70e-14 62-72 
PR00258C 9.05 7.30e-14 508-518 
PR00258A 13.56 4.34e-13 474-490 
PR00258D 14.29 2.66e-12 93-107 

nnftmcon 1 a or\ a cc_ 1 i rift ceo 

PR00258D 14.29 4.55e~l 2 539-553 
PR00258A 13.56 7.20e-ll 133-149 

DT> AfiO < OT"l 1 A OO, A C^a 1 A OQ/1 1f\Q 
DDO/\0<Q A 1 1 (L 0% 1 O 090 OifK 
DDOOOC.Q^ , 0 fK 4 AQ |« 1 Ti 

rKUuzjo^ y.uj 4.oje-uy io j— 1 10 
PR00258E 14.06 5.72e-09 215-227 

PPftf)7SRF 14 0f\ 7 70f»-ftQ 567-S74 


toon 




— : . _ c — : 

Invasion protein B family signature 
IV 


PROnnSH 7 87 (\ 1Qf*-ftQ 471-416 
r iw 1 jyjjyJ /.oz O. l^c-vy 4ZO-tOO 


1273 


IPB001245 


Tvrnoirip lrina^p o^itfllvtio Hnmain 

X j k VJ D J I l\s Aiiiuuv Lulal VIII/ UUIIIOUI 


IPB001245A 22.45 1.00e-27 207-247 


1273 


IPB003527 


MAP kinase 


IPB003527C 14.70 2.94e-27 199-247 


1273 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 5.95e-22 214-248 
IPB003527D 21.53 2.80e-17 256-297 


1273 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.29e-17 202-232 


1273 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 6.35e-17 215-260 


1273 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861F 16.50 9.81e-16 208-262 


1273 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 3.01e-14 191-231 


1273 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.88e-14 201-247 
1PB001245B 21.68 6.19e-13 263-301 
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IPB003527G 17.26 3.20e-10 360-397 

TTVfk 4\f\f\f\£' 1 1 £? rt*"T_ Irt OCA 1AA 

IPB000961D 21.23 5.27e-10 259-3UU 
IPB00096IA 16.82 3.33e-09 102-136 


1273 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


T%T> AA 1 AAT5 1 1 f\T 1 Tf „ Aft O 1 A 111 

PR00109B 11.07 7.75e-09 214-232 


1275 


TT»T"»rt/\ -i *~1 

IPB001762 


Disintegrin 


TTiTJAf\n/n A ii no A lln. 11 /ICQ AGQ 

IPB001762A 23.93 4.33e-23 4Do-4y& 


1275 


TTVT^rtrt'1 OTrt 

IPB002870 


Reprolysin family propeptide 


mr»AA1 OO AT5 1A 11 1 CA*% OA 1*31 1 /CO 

IPB002o7Ui3 24.73 3.D4e-ZU 131-ioV 


1275 


PR00289 


Disintegrin signature I 


r\Yi AAO OA A 1 A OA 1 1 \A A1 A AOI 

PR00289A 14.29 l.loe- 14 474-4^3 

TDDAft') 0/7AT? lO Ol 1 f\1o 1/1 /ift7_A7£ 

lrBUU2o /UP lo.ol 3.U3e-14 4UZ-4Z0 

IPB002870E 11.90 2.46e-12 361-373 
IPB001762B 10.06 3.40e-12 505-515 

TDTanniTAO A *)i oi o 9ft*>-i i AOftJlfifi 
IJrjjUUi/OZA Zj.yj y.zue-ii **zo-*tou 


1275 


IPBQ00130 


— . _ — _ 

"Neutral zinc metaliopeptidases, 
zinc-binding region" 


IDDH Art nn < Q/C 1 1ft O.CQ IfZQ 

irrJUUUiJU d.oo i.Doe-iu jjy-ioy 


1275 


no ah 1 o o 


Matrixin signature IV 


"DUftftl 1QT\ 1 A C7 1 ZAe* 1 ft 1CA *2<M 

IPB002870D 16.31 4.77e- 10 327-342 


i one 

1275 


Tt>"DAA1 11 A 

IPB001774 


Delta serrate ligand 


TPTiftft 1 11 AC* 18 <, 0.1/* 1ft fni 710 
IrUUUl / /4U lo.ZD j.3ie-IU 0/ l-ivy 


1275 


PR00480 


Astacin family signature II 


PR00480B 14.35 5.57e-10 354-372 


1275 


t*t» r\t\ At £ 

PR00436 


Interleukin-8 signature I 


DDftfWf 0£ A 1 C Oft 7 A1» 1 ft ^ 05 

JrKUU43oA O.ZU /.4Je-lu D-2o 


1275 


IPB001818 


Matrixin 


IPB001818D 14.91 1.72e-09 353-384 ' 
PR00289B 11.74 3. 80e-09 503-515 
IPB002870A 12.22 6.54e-09 85-101 


1275 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 654-699 


1275 


PR01236 


Tumour necrosis factor beta 
(lymphotoxin-alpha) signature I 


PR01236A 4.92 7.49e-09 17-33 
IPB002870C 11.01 9.64e-09 295-305 


1277 


PR01415 


Ankyrin repeat signature I 


nrt r\-t A 1 r A ■• rt Tl * rtrt_ 1 O 1 >l 1 1M 

PR01415A 12.73 l.OOe- 12 341-353 
PR01415A 12.73 2.29e-ll 302-314 


1277 


PR01256 


Otxl transcription factor signature II 


nnAi Ar^n e aa A A a — rtrt jtn a a*> 

PR01256B 5.92 4.44e-09 431-443 

imAIIC^D C AO A On« AA All AAA 

PR01256B 5.92 9.39e-09 432-444 


1278 


PR00756 


Membrane alanyl dipeptidase (Ml) 
family signature IV 


PR00756D 10.78 7.75e-l 8 412-427 

ATI f\t\1CC A lO T1 1 AC a 1T)y|C O/CA 

PR00750A 12.71 1.4oe-l/ 24!>-2oU 
PR00756B 15.53 2.04e- 14 297-312 
PR00756E 10.37 5.68e-09 431-443 


1278 


IPB000130 


"Neutral zinc metaliopeptidases, 
zinc-binding region" 


innnnnnn c oc C C7„ AA a\1 AH 

IPB000130 5.86 6.57e-09 412-422 


1278 


IPB002594 


Glycoside hydrolase family 12 


IAT3AAOCA/I A A 1A 1 AAr> AO 1C 1C 

IPB0U2594A 4.24 l.UUe-Us ZO-3D 


1288 


1PB000483 


Leucine rich repeat C-terminal 
domain 


mr>AAA>ioo 11 i o c OS* i i oco ice 

LPB000483 11.18 6.85e-13 232-2oo 


1288 


PR00019 


Leucine-rich repeat signature I 


T>t> AAA1 A A 11 11 C CAa. AO 1 A A 1 11 

rKUUU 1 yA W.I 2. Xo4e-Uy 1 04- ill 


1288 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.19e-09 348-385 

TJOAAA1AO 1 1 AI O ni* AA 1 lO IOC 

PR00019B 11.42 e.91e-09 112-12!) 


1290 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 4.18e-12 83-96 

"AT* AAA 1 A A 1 1 11 1 AA«. 1A O/Z AA 

PR00019A 11.72 l.OOe- 10 bo-99 

T) t» AAA 1 A A 11 11 1 Clr* 1 A 1 1 1 lOyf 

FK0UU19A 11. IL l.o/e-lU 111-124 


1290 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 7.43e-10 131-145 


1290 


TDDAAAO/C7 

IroUOOzo/ 


Asparaginase/gjutaminase family 


TDT3ftftH0^7A lO 78 7 Al** ftO 1 1 77 

lroUUUZO/A 12. /o /.O/e-Uy 11-// 


1290 


PR01528 


EDG-4 lysophosphatidic acid 
receptor signature II 


PR01528B 3.89 8.48e-09 130-144 


1292 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1293 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 5.85e-09 195-232 


1295 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.35e-20 92-126 


1295 


PR00007 


Complement C1Q domain signature 

ra 


PR00007C 16.13 5.93e-14 159-180 
PR00007B 15.63 1.66e-13 112-131 
IPB001073C 13.07 2.25e-13 159-178 
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IPB001073D 7.60 6.40e-12 191-200 
IPB001073A 22.14 4.67e-l 1 32-66 
PR00007D 9.66 6.29e-10 189-199 
PR00007A 20.64 3.68e-09 86-112 


1295 


PR00513 


5-hydroxytryptamine IB receptor 
signature i v 


PR00513D 10.60 9.80e-09 50-67 


1296 


PR01481 


Neurotensin type 2 receptor signature 

VT 
VI 


PR01481F 11.66 8.46e-28 236-259 
PRO 148 IE 6.05 7.87e-25 214-235 
PR01481C 15.05 1.00e-17 150-163 


1296 


PR01479 


Neurotensin receptor signature II 


PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01481B 6.68 1.45e-15 14-26 
rKU14oIJJ 4.02 Z.iye-15 164-175 
PR01479E 8.74 3.70e-15 305-315 
PR01479D 13.10 6.57e-14 294-304 
PR01479A 8.89 1.00e-13 29-39 


1296 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 9.33e-13 269-293 
PR00237G 19.23 4.44e-12 314-340 


1296 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 1.32e-ll 108-124 
PR01479F 8.03 5.l9e-l I 342-352 
PR00237A 9.81 733e-l0 34-58 
PR00237D 9.76 7.43e-l0 125-146 


1297 


IPB001101 


Plectin repeat 


IPBOOIIOIC 6.05 3.42e-35 894-946 


1297 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 1.78e-31 285-316 
IPB001589D 26.07 2.55e-27 340-383 
IPB001101M 9.29 7.80e-27 1607-1657 
IPB001101Z 7.76 2.12e-25 3013-3066 
IPB001101B 12.20 1.00e-24 791-844 
IPB001101F 10.86 3.20e-22 1078-1126 
IPB001101E 6.00 7 




1PB002017 


Spectrin repeat 


IPB002017A 14.19 3.25e-ll 246-262 
IPB001101Q 7.28 8.69e-ll 2855-2892 
IPB001101S 8.38 9.52e-ll 2695-2738 
IPB001101N 4.86 2.32e-10 1779-1833 
IPB00U0lN4.86 3.8le-l0 1758-1812 
IPB00H01N4.86 3.87e-l0 1737-1791 

TDD AA 11 AID C OA 1 A 1 — 1A 11 11 oirr 

LFBUUIIOIR 5.90 3.91e-10 31 12-3165 
IPB001101T 7.36 5.01e-10 2720-2774 
IPB001101W 10.36 5.46e-10 3033-3062 
UroUUIlUll /.3o j.S3e-lU JUO/-3121 
IPB001 101R 5.90 2.07e-09 2727-2780 


1297 


IPR0002T7 




Irovvvli /a iU.oo 2. /oe-Oy 2392-2442 
IroUUllUlV^ /.2o j.zfe-Kjy JJ.DO-32U.3 


1297 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1742-1781 
IPB001101O 8.21 6.25e-09 1767-1800 


1297 


IPB002079 


"Gag polyprotein, inner coat protein 
p!2 M 


IPB002079J 10.53 6.85e-09 1766-1794 


1297 


IPB001715 


Calponin homology (CH) domain 


IPB001715A 10.74 7.00e-09 241-251 
IPB001101W 10.36 7.63e-09 2798-2827 
IPB001589E 11.55 8.94e-09 389-398 


1297 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2093-2137 
IPB001 101X 9.00 9.86e-09 3063-3096 


1298 


IPB001101 


Plectin repeat 


IPBOOIIOIC 6.05 3.42e-35 906-958 


1298 


IPB001589 


Actinin-type actin-binding domain 


IPB001589C 16.73 L78e-31 297-328 
IPB001589D 26.07 2.55e-27 352-395 
IPB001101M 9.29 7.80e-27 1619-1669 , 
IPB001101Z 7.76 2.12e-25 3025-3078 
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IPB001101B 12.20 1.00e-24 803-856 
IPB001101F 10.86 3.20e-22 1090-1138 
IPB001101E6.00 7 


1298 


IPB002017 


Spectrin repeat 


IPB002017A 14. 19 3.25e-ll 246-262 
IPB001 101Q 7.28 8.69e-ll 2867-2904 
IPB001101S 8.38 9.52e-ll 2707-2750 
IPB001101N4.86 2.32e-10 1791-1845 
IPB001I01N4.86 3.81e-10 1770-1824 
IPB001101N4.863.87e-10 1749-1803 
EPB001 101R 5.90 3.91e-10 3124-3177 
IPB001101T 7.36 5.01e-10 2732-2786 
IPB001101W 10.36 5.46e-10 3045-3074 
IPB001101T 7.36 5.53e-10 3079-3133 
IPB001 101R 5.90 2.07e-09 2739-2792 


1298 


IPB000237 


GRIP domain 


IPB000237B 30.66 2.76e-09 2404-2454 
IPB001101Q 7.28 3.27e-09 3178-3215 


1298 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 5.92e-09 1754-1793 
IPB001101O 8.21 6.25e-09 1779-1812 


1298 


IPB002079 


"Gag polyprotein, inner coat protein 
pl2" 


IPB002079J 10.53 6.85e-09 1778-1806 


1298 


IPB001715 


Calponin homology (CH) domain 


IPB001715A 10.74 7.00e-O9 241-251 
IPB001101W 10.36 7.63e-09 2810-2839 
IPB001589E 11.55 8.94e-09 401-410 


1298 


IPB003865 


Prolyl 4-hydroxylase alpha subunit 
C-terminus 


IPB003865A 20.35 9.33e-09 2105-2149 
IPB001 101X 9.00 9.86e-09 3075-3108 


1306 


IPB000998 


MAM domain 


IPB000998C 18.63 9.65e-15 510-525 
IPB000998D 18.66 2.41e-14 575-598 
IPB000998B 17.20 4.55e-10 430-442 


1306 


PR00020 


MAM domain signature I 


PR00020A 20.48 7.62e-10 428-446 
PR00020C 12.01 4.78e-09 509-520 


1308 


1PB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 726-766 
IPB001552D 24.88 5.35e-19 635-677 
IPB001552C 25.04 7.75e-15 581-621 
IPB001552B 18.05 3.19e-12 530-552 
1PB001552A 1 1.25 6.90e-10 503-514 


1309 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 708-748 
IPB001552D 24.88 5.35e-19 617-659 
IPB001552C 25.04 7.75e-15 563-603 
IPB001552B 18.05 3. 19e-12 512-534 
IPB001552A 11.25 6.90e-10 485-496 


1310 


IPB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 86-125 


1310 


1PB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 145-193 


1311 


PR00215 


Neuromodulin signature III 


PR00215C 13.82 7.5 8e- 10 743-763 


1311 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 622-645 


1311 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422A 13.23 7.43e-09 718-762 


1314 


IPB000569 


HECT domain (Ubiquitin-protein 
ligase) 


IPB000569C 20.19 8.94e-30 2270-2299 


1314 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 9.00e-17 361-385 
IPB000135D 2.13 7.04e-16 370-394 
IPB000135D 2.13 3.70e- 15 360-384 
IPB000135D 2.13 5.50e-15 364-388 
IPB000135D 2.13 7.43e-15 367-391 
IPB000135D 2.13 7.94e-15 365-389 
IPB000569A 16.82 8.58e-15 2 


1314 


IPB001580 


Calreticulin family 


IPB001580F 2.93 5.50e-10 370-379 


1314 


IPB001990 


Granins (chromogranin or 
secretogranin) 


IPB001990C 33.59 6.26e-10 352-399 
IPB001580F 2.93 7.75e-10 369-378 
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IPB000135D 2.13 8.34e-10 351-375 
IPB000569B 18.58 8.92e-l 0 2233-2249 


1314 


IPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 8.97e-10 359-386 


1314 


1PB002889 


WSC domain 


IPB002889B 11.76 2.88e-09 1392-1438 
IPB000135D 2.13 4.09e-09 381-405 
IPB000135D 2.13 4.18e-09 352-376 
IPB000135D 2.13 4.36e-09 353-377 
IPB002889B 11.76 4.66e-09 1440-1486 


1314 


IPB002000 


Lysosome-associated membrane 
glycoprotein (Lamp) 


IPB002000D 5.876.26e-09 1429-1442 
IPB000135D 2.13 6.27e-09 349-373 
IPB001580F 2.93 o.40e-09 374-383 
IPB000135D 2.13 6.45e-09 382-406 
irJoUUzooyii 11. /o o.o ie-uy i4jo-ijU4 
IPB002000D 5.87 7.1 le-09 1434-1447 
IPB002889B 11.76 7.47e-09 1417-1463 

TDTJAAI AAAO rtfl ^0 1 ^1<s 0,0 "XAl %0A 

IPB000135D 2.13 8.36e-09 350-374 
IPB002889B 11.76 9.53e-09 1402-1448 


1314 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 9.73e-09 369-387 


1314 


PR01073 


Presenilin 1 signature ID 


PR01073C 1.45 9.89e-09 367-378 


1317 


PR01145 


Thyrotropin receptor precursor 
signature I 


PR01 145A 6.74 9.10e-l 1 3-22 


1317 


PR01472 


Intercellular adhesion 
molecule/vascular cell adhesion 
molecule- 1 signature I 


PR01472A 16.78 7.66e-09 35-51 i 


1321 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 7.88e-12 335-348 
PR00019B 11.42 1.33e-10 477-490 j 
PR00019A 1 1.72 4.00e-10 480-493 
PR00019A ll. 72 4.33e-l0 338-351 


1321 


IPB001580 


Calreticulin family 


IPB001580F 2.93 4.94e-10 648-657 
IPB001580F 2.93 4.94e-l0 649-658 

innArtl COAT? O AO A C\A n 1 A /CCA C CCS 

IPB001580F 2.93 4.94e-10 650-659 

T>T>AAA1 AT> 11 VI O C O O «. 1A1 <LH 1 OA 

PR00019B 11.42 D.iie-lU I0/-I0U 

"do aaa 1 0 a 1 1 10 a aa 0 _aq aza Atn 
r KUUU 1 yJ\ 1 1 . / £ 4.UUe-Uy 434-40 / 


1321 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.64e-09 637-661 
PR00019B 11.42 7.55e-09 193-206 
PR00019B 1 1.42 7.55e-09 309-322 
PR00019B 11.42 7.82e-09 451-464 
IPB000135D 2.13 8.55e-09 635-659 


1322 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.14e-12 297-334 


1322 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 8-21 


1323 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 8-21 


1324 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 34-45 


1328 


PR00258 


Speract receptor signature II 


PR00258B 7.94 5.00e-16 654-665 
PR00258B 7.94 6.50e-16 30-41 
PR00258B 7.94 6.50e-16 204-215 
PR00258A 13.56 9.70e-14 635-651 
PR00258B 7.94 2.58e-13 316-327 
PR00258E 14.06 4.16e-13 491-503 
PR00258A 13.56 5.63e-13 402-418 
PR00258A 13.56 6.14e-13 185-201 
PR00258B 7.94 6.62e-13 421-432 
PR00258C 9.05 9.18e-13 45-55 
PR00258A 13.56 1.22e-12 1 1-27 
PR00258A 13.56 1.22e- 12 297-313 



WO 2004/080148 



PCT/US2003/030720 



427 
TABLE 3B 









PR00258E 14.06 1.98e-12 99-111 
PR00258E 14.06 9.22e-l2 273-285 
PR00258D 14.29 2.00e-ll 468-482 
PR00258D 14.29 3.20e-ll 700-714 
PR00258D 14.29 2.76e-10 250-264 
PR00258C 9.05 4.95e-10 219-229 
PR00258C 9.05 4.95e-10 331-341 
PR00258E 14.06 5.42e-10 385-397 
PR00258D 14.29 8.06e-10 362-376 
PR00258C 9.05 7.51e-09 436-446 


1333 


IPB000970 


"Developmental signaling protein, 
Wnt-1 family" 


IPB000970E 22.74 1.00e-40 202-255 
IPB000970F 23.43 1. 5 le-40 307-355 
IPB000970C 13.22 2.80e-25 101-132 
IPB000970B 14.73 6.14e-23 65-88 


1333 


PR01349 


Wnt protein signature IV 


PR01349D 8.90 3.81e-20 222-237 
IPB000970D 13.85 3.48e-17 167-186 
PR01349C 10.34 3.86e-15 167-179 
PR01349A 11.18 8.55e-14 103-117 
PR01349B 10.00 3.32e-12 122-13-) 
PR01349E 12.39 5.61e-ll 283-294 


1333 


IPB001073 


Complement Clq protein 


IPB001073A22.14 4.20e-10 137-171 
IPB000970A 13.08 5.78e-10 41-56 


1335 


PR00245 


Olfactory receptor signature I 


PR00245A 10.98 8.92e-ll 59-70 


1335 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 3.61e-09 18-30 


1337 


1PB001522 


"Fatty acid desaturase, type 1" 


IPB001522D 12.81 1.00e-40 119-154 
IPB001522F 22.32 1.00e-40 241-295 
IPB001522E 20.55 5.85e-36 163-216 
IPB001522C 14.10 2.89e-33 81-117 


1337 


PR00075 


Fatty acid desaturase family 1 
signature IV 


PR00075D 13.27 3.57e-33 131-160 
PR00075C 10.51 3.40e-22 94-114 
PR00075G 10.50 6.62e-20 268-282 
PR00075E 11.60 6.46e-18 192-210 
PR00075A 16.73 9.44e-17 47-67 
PR00075F 14.62 8.8 le- 16 225-246 
PR00075B 13.44 4.56e-14 71-93 
IPB001522B 29.55 6.82e-12 29-80 


1339 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 2.57c-17 46-70 
IPB000135D 2.13 9.86e-17 43-67 
IPB000135D 2.13 6.10e-16 45-69 
IPB000135D2.13 1.77e-15 47-71 
IPB000135D 2.13 2.93e-15 44-68 
IPB000135D2.13 3.83e-15 41-65 
IPB000135D 2.13 2.95e-14 48-72 
IPB000135D 2.13 7.93e-14 42-66 
IPB000135D 2.13 7.81e-13 49-73 


1339 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 3.41e-ll 40-75 
IPB000135D 2.13 9.08e-ll 40-64 
IPB000135D 2.13 9.69e-ll 50-74 


1339 


IPB001580 


Calreticulin family 


IPB001580F2.93 1.00e-10 50-59 
IPB000135D2.13 2.17e-10 51-75 
IPB000135D 2.13 3.15e-10 39-63 
IPB001580F 2.93 4.94e-10 57-66 
IPB001580F 2.93 4.94e-10 58-67 
IPB001580F 2.93 5.50e-10 56-65 
IPB001580F 2.93 6.06e-10 54-63 
IPB001580F 2.93 7.75e-10 49-58 
IPB001422C 16.82 7.99e-10 43-78 
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IPB001422C 16.82 8. 5 8e- 10 42-77 
IPB000135D 2.13 8.63e-10 38-62 
IPB001580F2.93 8.88e-10 51-60 
IPB001422C 16.82 9.05e-10 46-81 
IPB001580F 2.93 9.44e-10 59-68 
IPB001422C 16.82 5.61e-09 48-83 
IPB000135D 2.13 6.27e-09 37-61 
IPB001422C 16.82 6.40e-09 44-79 
IPB001580F 2.93 6.40e-09 52-61 
IPB001422C 16.82 8.99e-09 47-82 


1339 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 1.00e-08 45-63 
IPB001580F2.93 1.00e-08 61-70 


1340 


IPB004000 


Actin and actin-like 


IPB004000C 8.66 4.86e-20 137-191 
IPB004000D 13.38 5.70e-16 267-321 


1340 


PR00190 


Actin signature VI 


PR00190F 7.36 2.20e-14 135-154 
IPB0O4000A 9.97 4.64e-13 5-43 
IPB004000B 6.57 5.80e-12 83-133 


1341 


PR01333 


Two pore domain K+ channel 
signature I 


PR01333A 18.74 4.00e-18 125-153 


1341 


PR01463 


EAG/ELK/ERG potassium channel 
family signature VI 


PR01463F4.09 1.95e- 12 243-260 
PR01333B 10.39 9.71e-10 255-264 


1341 


PR01526 


EDG-6 sphingosine i-phosphate 
receptor signature IV 


PR01526D 5.56 9.71e-09 1-16 


1343 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.20e-10 348-385 


1344 


1PB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 833-848 
IPB000998B 17.20 1.62e-ll 761-773 


1344 


PR00020 


MAM domain signature I 


PR00020A 20.48 3.62e-l 1 759-777 
PR00020C 12.01 8.12e-10 832-843 
IPB000998D 18.66 9.61e-10 898-921 


1344 


1PB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 7.11e-09 354-376 


1344 


PR00096 


Glutamine amidotransferase 
superfamily signature III 


PR00096C 15.85 9.2 8e-09 534-547 


1345 


IPB002350 


Kazal-type serine protease inhibitor 
family 


IPB002350 31.78 3.92e-13 127-167 


1345 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 1.37e-12 75-91 


1345 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 3.88e-10 231-268 


1345 


IPB002328 


Zinc-containing alcohol 
dehydrogenase 


IPB002328C 11.03 8.84e-10 76-90 


1346 


IPB000224 


Vesiculovirus phosphoprotein 


IPB000224A 7.26 6.74e-10 437-470 


1346 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 7.1 6e- 10 430-454 


1346 


PR00449 


Transforming protein P21 ras 
signature I 


PR00449A 12.48 8.16e-10 83-104 


1346 


PR00326 


GTP1/OBG GTP-binding protein 
family signature I 


PR00326A 8.70 9.13e-10 85-105 
IPB000135D 2.13 3.09e-09 434-458 


1346 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 85-102 


1346 


PR00905 


Hypothetical mycoplasma lipoprotein 
(MG045) signature VIII 


PR00905H 6.88 5.89e-09 343-363 


1346 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 7.14e-09 84-99 


1346 


PR00094 


Adenylate kinase signature I 


PR00094A 9.62 9.57e-09 86-99 


1346 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 9.69e-09 79-99 


1346 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 9.77e-09 84-99 
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iriiuKJViSju z. 13 y.oZe-uy 4zy-4D3 


1348 


PR00406 


Cytochrome B5 reductase signature 
VI 


PR00406F4.29 4.86e-ll 158-166 


1348 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.48e-ll 473-510 
IPB003006B 20.23 4.60e-10 291-328 

mi5 AAO AA£T1 OA *> f\0 AA 1 AA AA*7 

IPB003006B 20.23 3.08e-09 190-227 


1348 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 8.83e-09 891-905 


1349 


PR00698 


C.elegans Srg family integral 
membrane protein signature V 


PR00698E 14.65 2.76e-09 97-122 


1349 


IPB002146 


ATP synthase B/B' CF(0) 


IPB002146 21.39 6.94e-09 174-212 


1350 


IPB000215 


Serpins 


LPB000215D 15.35 1.41e-18 311-337 
IPB000215A 13.01 8.29e-18 72-95 

ITiDAAAIICP 11 AA 1 CI*. If AA 1 

LPB000215C 13.90 1.53e-13 207-221 
IPB000215E 15.36 7.00e-13 378-402 

rD"DAOA01 <IJ O C*7 A £Q.o_1 1 1 CA_1 QO 

LrrJUUUziJO y.o/ 4.0oe-ll loU-lVZ 


1352 


IPB001737 


Ribosomal RNA adenine 
dimethylase 


IPB001737A27.il 8.54e-10 134-179 


1355 


IPB000906 


ZU5 domain 


IPB000906G 25.85 6.28e-10 164-212 

TnOAAAAA/C A AA A A 1 1£ A AA CO 1 A A 

IrDOOOyOoA ILAy 3.1oe-Uy So-lUU 


1356 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 3 85-423 


1356 


IPB000095 


PAK-box /P2l-Rho-bindmg 


mDAAAAACC 1 £. A~I 1 AT** 11 ICQ A A 1 

IrB000095r 10.47 3.97e-ll 3oy-443 


1356 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 381-422 

TT»T>/\/\1 1 A C A AA AC 1 1 O- 1A IIO nA 

LPB001245A 22.45 3.18e-10 332-372 


1356 


IPB001359 


Synapsin 


IPB001359H 22.58 7.12e-10 696-746 

ttm^aa 1 <■■» cm r aa co a o a — aa ac Tvi c 

IPB001359H 22.58 4.84e-09 695-745 


1356 


IPB002889 


WSC domain 


IPB002889B 11.76 6.81e-09 1510-1556 
IPB002889B 11.76 9.25e-09 1491-1537 


1357 


IPB001359 


Synapsin 


IPB001359H 22.58 7.l2e-l0 289-339 
IPB001359H 22.58 4.84e-09 288-338 


1357 


IPB002889 


WSC domain 


IPB002889B ll. 76 6.8le-09 H03-H49 
IPB002889B 11.76 9.25e-09 1084-1130 


1358 


PR00237 


Rhodopsin-Iike GPCR superfamily 
signature VII 


PR00237G 19.23 9.64e-15 41-67 


1358 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276D 9.40 5.05e-12 51-67 
IPB000276C 8.03 8.50e-ll 8-19 


1359 


PR01041 


Methionyl-tRNA synthetase 
signature V 


PR01041E 16.72 2.69e-17 306-321 

f>r>A1 A/I 1 T\ 1 1 AA T A*i ^ 1 1 AOA 

PR01041D 11.02 7.43e-13 276-287 
PR01041A 11.40 8.68e-13 47-60 


1359 


IPB001412 


a • t . /* *^ VTA jl. > 

Ammoacyl -transfer RNA synthetases 
class-I 


IPB001412B 6.33 8.71e-12 344-354 

nr>A1 Ad 1 T) 1 1 CA A r\^„ AA OA A/C 

PR01041B 1 1.59 4.U6e~U9 o2-9o 


1359 


PR01038 


Arginyl-tRNA synthetase signature II 


PR01038B 9.12 7.68e-09 59-75 


1360 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353A 18.51 7.30e-27 42-91 


1363 


1PB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 374-411 


1365 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 9.86e-18 116-134 


1365 


PR00264 


Interleukin-1 precursor family 
signature III 


PR00264C 19.37 4.90e-16 108-123 
PR01360E 9.69 9.33e-13 95-115 


1365 


IPB000975 


Interleukin-1 


IPB000975E 28.12 3.57e-12 95-134 


1365 


PR01357 


Interleukin-1 alpha/beta precursor 
family signature VI 


PR01357F 17.87 7.15e-10 108-123 
PR00264A 18.63 9.85e-09 55-75 


1366 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 1224-1251 
IPB001599F 18.95 7.00e-24 786-815 
IPB001599H 18.42 6.40e-20 999-1026 
IPB001599N 24.85 7.69e-20 1417-1449 



WO 2004/080148 



PCT/US2003/030720 



430 
TABLE 3B 









IPB001599A 10.97 y.oye-io lz.5-141 


1366 


IPB001134 


"Netrin, C-terminus M 


IPB001134C 17.82 4.13e-13 1237-1251 
IPB001599M 13.29 4.71e-13 1364-1375 
IPB001599(j 13.o7 o.b4e-lJ yo/-y/o 
IPB001599B 7.45 4.89e-12 209-221 
IPBQQ1599L> 11.01 o.yue-lx IJ.y-lyy 
IPB001599J 20.99 3.00e-ll 1065-1090 
irouuioyyi lu.oj /.oue-11 hjdh-lkj**^ 
IPB001599K8.15 1.46e-10 1194-1205 

IrDKJyj I jyy\-' 14.*KJ j.DJC-Vy ^jO-Zja 

IPB001599E 1 1.06 9.77e-09 756-765 


1368 


IPB001526 


Ly-6/u-PAR domain 


J-tijUU JOZOL^ U.I/h- /.jDc-iD yyj-iyjj 
IPB001526A 13.24 9.14e-il 12-27 

TPRfiftl S96P. 19 96 7 75p-10 46-^ S 
IrJjUUljZOU iz.zo /. /jC"iu *to-jj 


1967 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
TPRnni/iftnA 14 & Qlf>-lfi ^S-78 


1967 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 

PPAftR^fiA 1 5 S'* 9 QQ-112 


1968 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 


1968 • 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1969 


IPB001400 


Somatotropin hormone family 


IPB001400B 23.62 1.90e-28 99-135 
IPB001400A 14.85 4.91e-16 55-78 


1969 


PR00836 


Somatotropin hormone family 
signature II 


PR0Qo3oi3 1 /.dU Z.44e-I4 izi-ljy 
rKUUdJOA lj.JD J,.oOC-id yy-llz. 


1970 


IPB001400 


Somatotropin hormone family 


TPDAH1/AAD 01 £0 1 On«v_9R 00 11^ 

IPB001400A 14.85 4.91e-16 55-78 


1970 


PR00836 


Somatotropin hormone family 
signature II 


PR00836B 17.50 2.44e-14 121-139 
PR00836A 15.53 2.35e-13 99-112 


1971 


IPB000215 


Serpins 


mDAnni i cn t c i£. c "I/La 1 n vIOC A AO 
IPBOOOZljJti 13.36 D./oe-l / 4/:>-44y 

IPB000215A 13.01 3.42e-15 11M34 

IPB000215D 15.35 8.05e-ll 346-372 

TDDAflAOl CP 11 OA 1 OQ- 1A O/M OC« 

IPB000215B 9.87 6.04e-10 214-226 


1972 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-20 2-20 


1973 


1PB000734 


Lipase 


IPB000734 10.25 o.5ue-Uy 4o5-4oz 


1977 


1PB000689 


UbiH/COQ6 monooxygenase family 


IPB000689D 28.07 7.83e-39 377-427 
1PB000689B 27.03 9.59e-2o Zl/~ZM 
IPB000689C 1 8.76 3.74e-24 262-286 ' 

TQDAAA^OAA ft 1 1 1 OC- 11 <0 £LA 

IPBUuUOoyA y. i 1 1 .zoe- 1 i 3Z-04 


1977 


PR00420 


Aromatic-ring hydroxylase 
(flavoprotein monooxygenase) 
signature III 


PR00420C 12.44 8.53e-ll 373-388 


1977 


PR01001 


FAD-dependent gIycerol-3- 
phosphate dehydrogenase family 


TlO/MAm A O AC 1 4Ao AO <1 <1 

PR010U1 A o.45 1 .oUe-Uy j 1-oj 
PR00420A 15.97 3.95e-09 52-74 
PR00420B 13.97 8. 53e-09 215-230 


1980 


IPB000345 


Cytochrome c family heme-binding 
site 


IPB000345 9.03 7.19e-09 153-165 


1982 


IPB002610 


Rhomboid family 


IPB002610C 5.81 3.81e-10 262-272 
IPB002610B 5.33 6.81e-09 203-213 


1984 


IPB001124 


Lipid-binding serum glycoprotein 


IPB001124D 21.85 2.50e-12 251-287 
IPB001124C 25.71 5.08e-ll 184-227 


1985 


IPB000817 


Prion protein 


IPB000817A 8.34 6.40e-09 70-112 
IPB000817A 8.34 8.67e-09 64-106 


1988 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442F 15.05 1.00e-40 585-628 
IPB001442C 14.98 4.82e-40 498-532 
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IPB001442A 26.12 4.09e-39 259-311 
IPB001442D 15.34 1.00e-34 533-564 


1988 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 1.93e-27 300-353 
IPB001442A 26.12 8.93e-27 103-155 
IPB001442A 26.12 9.69e-27 106-158 
IPB001442A 26.12 4.19e-26 368-420 
IPB000885A 11.46 4.80e-26 363-400 
IPB001442A 26.12 6.52e-26 1 12-164 
IPB001442A 26.12 9.71 


1988 


EPB001073 


Complement Clq protein 


IPB001073A 22.14 9.18e-19 374-408 
IPB000885B 19.15 9.40e-19 309-362 
IPB000885B 19.15 9.40e-19 373-426 
IPB001442A 26.12 9.42e-19 265-317 
IPB001442A 26.12 9.77e-19 133-185 
IPB000885B 19.15 I.12e-18 81-134 
IPB001442A 26.12 1.33e 


1988 


IPB001285 


Synaptophysin/synaptoporin 


IPB001285F 6.39 4.08e-09 340-384 
IPB000885B 19.15 4.11e-09 48-101 
IPB000885B 19.15 4.35e-09 174-227 
IPB001442B 12.38 4.41e-09 257-277 
IPB001442B 12.38 4.41e-09 417-437 
IPB000885B 19.15 4.68e-09 147-200 
IPB000885B 19.15 4.68e- 


1988 


IPB000817 


Prion protein 


IPB000817A 8.34 7.73e-09 258-300 
IPB001073A 22.14 7.75e-09 76-110 
IPB001442B 12.38 7.81e-09 25-45 
IPB001073A 22.14 7.89e-09 151-185 
IPB001073A 22.14 8.31e-09 416-450 
IPB000817A 8.34 8.39e-09 255-297 
IPB001442B 12.38 8.42e-09 363-383 
IPB001442A 26.12 8.59e-09 160-212 
IPB001442A 26.12 8.90e-09 40-92 
IPB001442B 12.38 8.91e-09 429-449 
IPB000885B 19.15 8.94e-09 324-377 
IPB001073A 22.14 9.30e-09 82-1 16 
1PB001073A 22.14 9.30e-09 307-341 
IPB001442B 12.38 9.64e-09 323-343 
IPB001073A 22.14 9.72e-09 148-182 
IPB000885B 19.15 9. 84e-09 412-465 


1989 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 1.18e-14 1 11-149 
IPB000033D 30.18 6.25e-ll 67-105 
IPB000033C 11.58 6.40e-10 135-149 
IPB000033C 11.58 8.07e-09 48-62 
IPB000033C 11.58 8.07e-09 91-105 


1990 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033D 30.18 1.18e-14 111-149 
IPB000033D 30.18 6.25e-ll 67-105 
IPB000033C 11.58 6.40e-10 135-149 
IrB000O33C 11. jo o.U/e-UiJ 4o-oZ 
IPB000033C 11.58 8.07e-09 91-105 


1992 


PR00205 


Cadherin signature II 


PR00205B 20.09 4.94e-14 114-143 
PR00205D 12.22 9.31e-14 198-217 , 
PR00205F 19.57 L53e-12 167-193 
PR00205D 12.22 8.20e-12 93-112 
PR00205G 13.05 2.46e-ll 201-218 
PR00205G 13.05 3.93e-10 96-113 


1992 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1993 


PR00205 


Cadherin signature 11 


PR00205B 20.09 4.94e-14 114-143 
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PR00205D 12.22 9.31e-14 198-217 
PR00205F 19.57 1.53e-12 167-193 
PR00205D 12.22 8.20e-12 93-112 
PR00205G 13.05 2.46e-ll 201-218 
PR00205G 13.05 3. 93e-l 0 96-113 


1993 


IPB002126 


Cadherin domain 


IPB002126B 12.04 7.68e-10 102-119 
PR00205A 17.38 8.15e-09 160-179 


1994 


1PB002469 


"Dipeptidyl peptidase TV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


1995 


PR01534 


Vomeronasal type 1 receptor family 
signature V 


PR01534E 7.16 1.23e-09 5-19 


1996 


IPB000221 


Protamine PI 


IPB000221 5.48 2.97e-12 124-150 
IPB000221 5.48 9.30e-12 113-139 
IPB000221 5.48 2.19e-ll 153-179 
IPB000221 5.48 2.59e-ll 114-140 
IPB000221 5.48 3.91e-ll 128-154 


1996 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B5.26 5.88e-ll 148-182 
IPB000221 5.48 6.16e-ll 142-168 
IPB000221 5.48 6.43e-ll 149-175 
IPB000221 5.48 7.62e-ll 110-136 
EPB000492B5.26 9.35e-ll 129-163 
IPB000492B5.26 9.35e-ll 152-186 
IPB000221 5.48 2.73e-10 168-194 
IPB000221 5.48 4.70e-10 112-138 
EPB000221 5.48 4.70e-10 144-170 
IPB000492B 5.26 6.97e-10 153-187 
IPB000492B 5.26 8.12e-10 156-190 
IPB000492B 5.26 8.53e-10 155-189 
IPB000221 5.48 8.89e-10 151-177 
IPB000492B 5.26 9.06e-10 128-162 
IPB000492B 5.26 9.69e-10 150-184 
IPB000221 5.48 1.00e-09 133-159 
IPB000221 5.48 1.46e-09 115-141 
IPB000221 5.48 3.31e-09 159-185 
IPB000221 5.48 3.31e-09 172-198 
IPB000492B 5.26 3.84e-09 125-159 
IPB000221 5.48 5.15e-09 157-183 
IPB000221 5.48 5.27e-09 102-128 


1996 


PR00055 


HIV TAT domain signature III 


PR00055C 9.12 5.92e-09 66-82 
IPB000221 5.48 6.19e-09 166-192 
IPB000492B 5.26 6.38e-09 144-178 
IPB000492B 5.26 6.67e-09 157-191 
IPB000221 5.48 6.88e-09 147-173 
IPB000221 5.48 6.88e-09 161-187 
IPB000492B 5.26 7.75e-09 127-161 
IPB000492B 5.26 8.34e-09 115-149 


1996 


IPB000271 


Ribosomal protein L34 


IPB000271 15.87 9.78e-09 161-198 
IPB000492B 5.26 9.90e-09 161-195 
IPB000221 5.48 1.00e-08 126-152 


1998 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.91e-ll 52-89 
IPB003006B 20.23 3.52e-10 155-192 
IPB003006B 20.23 1.69e-09 250-287 
IPB003006B 20.23 4.81e-09 437-474 


1998 


PR01536 


Interleukin-1 receptor type 1 and type 
II family signature III 


PR01536C 19.92 5.85e-09 59-82 


1999 


IPB000897 


GTP-binding signal recognition 
particle (SRP54) domain 


IPB000897A9.15 8.60e-ll 313-332 


2000 


IPB001140 


ABC transporter transmembrane 


IPB001140A 21.73 2.00e-19 107-153 
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region 


TPB001 140R 1 S fO 4 44p-1 0 777-7A0 


2000 


IPB000795 


GTP-binditiff eloneation factor 


IPB000795A 10 67 7 88e-10 170-1^ 


2000 


PR00326 


GTP1/OBG GTP-binding protein 
familv signature T 


PR00326A 8.70 4.49e-09 121-141 


2000 


IPB000897 


GTP-binding signal recognition 

nartirlf* fS"RP < »4'i Hnmain 

JJ<Xl Limits ^ iJ 1\JT J UUIIlaill 


IPB000897A 9.15 5.57e-09 120-139 


2000 


IPB001324 

JUL U\J\J A,W 4* ~ 


PVinQTiVinrtbiilnVinncp familv 
a ii uo }Jl i\Jl IL»U I vi AjiiaoC 1 all my 


TPR001374A 18 17 R 00f»-0Q 117-l^S 


2001 


IPB001422 


TvIeiirfunorfnHn fGAP-4*^ 

1 > \-> LU CI 1 1 \J\J. Li 1 1 1 1 \\Jf\r~*tJj 


TPR001477P 16 87 *5 7n>_10 778-81^ 


2001 


PR01217 


Proline rich extensin signature VII 


PR01217G 4.02 7.16e-09 309-334 


2001 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134F 15.66 7.29e-09 776-824 
PR01217D 4.57 7.49e-09 562-583 


2001 


IPB000996 


Clathrin light chain 


IPB000996B 20.25 7.82e-09 752-804 


ZUU1 


tphaaoatq 


"Gag polyprotein, inner coat protein 


TDDrtrt'>A7nT 1 rt CI A 1 A— AA T7A oai 

lr B002079J 10.53 9.19e-09 779-807 


700.1 


tproooi^ 


High mobility group proteins HMG1 
and HMG2 


JLroUUUlJDA 1 1.0? y.02e-Uy 7o3-ol7 


7001 


fprooi nsd 

lXAJUUlUo'f 


Microtubule associated Tau protein 


TDX3AA1 AO^P "7 CC rt CA^ Art ono 

irrjuuiu54u /.oo y.o4e-uy j/o-iyz 


2001 


IPB001101 


Plectin repeat 


IPB001 101K 8.53 9.92e-09 96-139 


2002 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-l 9 432-474 
IrB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 

TDT3AA1 CCO All 1<T £. (V\„ 1 A AT 1 AO 


2003 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2003 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


ZUU3 


rD"DAnni co 
IrrJUUUlDZ 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 2.89e-14 126-141 


7no** 

ZUlO 


TPRflfll 89.1 


caicium-Dinaing cur-like domain 


mi^AA loom i(i «n r r\t\ 1 a o /"\ a 1 1 ^\ 

IPBQQ1881B 12.28 5. OOe- 1 4 208-219 
IPB000152 8.86 1.00e-13 253-268 

TDDAAAICA O OdZ. 1 OO „ 11 OAO OT1 

IrJiOUUlJZ o.oo l.o2e-13 208-223 

TPT3AA1 ©8 1Q 11 TP y| 7C« n i o/C 1 IT 

IrlsUUloollS IZ.Zo 4. /oe-13 120-13/ 


700^ 


JPR001774 


ueiia serraie iigana 


TDTiAAl HHAC* ID OC A i 1 }- i «j oo nA 

li\BUul//4'U liS./O y.lje-13 oo-liO 
IPB000998B 17.20 l.OOe- 12 428-440 


2003 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 426-444 | 
lrDUUUyyoC lo.oi D.3Ue-ll 4o3-49o 
IPB001881B 12.28 8.58e-ll 253-264 


2003 


PR00Q07 


1 nromoomouuun signaiure h 


DD AAOATD 1 1 <A 1 A A a. 1 A 1 /^A 1 nc 

risAJljyyj /t> I l.DU /.44e-lU loU-I/o 


2003 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


700^ 


TP R 0000** 3 


"Low-density lipoprotein (ldl) 
rtucpiur , i w l u repeal 


IPB000033B 7.05 5.35e- 10 258-268 

rDDAAAAIIO 1 AC C 0*7^. Art Oil OTJ 

LrliUUUU3J15 /.Uj ^.y /e-Uy 213-2/3 


2003 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 340-367 


7003 




Thrombospondin type 3 repeat 


1DDAAQ1/CTA 1 1 TO A 7A« fVA nc 1 Ac 

lrB003367A 11.78 9.79e-09 175-195 


7004 


tpraaioco 


iNJOLL repeal 


IPB001258B 28.61 4.30e-17 102-136 
IPB001258B 28.61 7.00e-17 8-42 

TDDAA1TCOD TO /T1 C 1 t CC OA 

IrtJUUlZjoB 2o.ol 5.oUe-ll 55-89 


2005 


IPB000198 


RhoGAP domain 


IPB000198C 16.49 8.31e-16 952-969 
IPB000198B 12 47 Q 10e-15 867-870 


2005 


IPB002219 


Phorbol esters/diacylglycerol binding 
domain 


IPB002219B 12.53 3.89e-ll 753-768 
IPB000198A 15.95 9.61e-10 810-826 


2005 


IPB002551 


Coronavirus SI glycoprotein 


IPB002551J 18.56 3.60e-09 499-540 


2005 


IPB001369 


Purine and other phosphorylases 
family 2 


IPB001369C 24.81 4.27e-09 65-105 


2005 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 7.24e-09 1054-1093 


2007 


PR01303 


Plasmodium circumsporozoite 
_protein signature IV 


PR01303D 10.57 9.21e-10 5-22 


2008 


IPB003164 


Alpha adaptin carboxyl-terminal 
domain 


IPB003164L 9.84 1.00e-40 48-82 
IPB003164N 8.78 1.00e-40 184-222 
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IPB003164O 13 71 1 O0e-40 285-319 
IPB003164S 13.40 1.00e-40 353-394 
IPB003164R 10.50 2.35e-38 320-352 
IPB003164O 13.89 8.62e-35 223-255 
IPB003164P 12.26 7.65e-33 256-284 
IPB003164M 10.25 5.18e-31 107-138 
IPB003164T 10.57 4.86e-25 395-414 


2013 


IPB001359 


Synapsin 


IPB001359H 22.58 2.75e-09 14-64 
IPB001359H 22.58 3.62e-09 40-90 


2015 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 5.71e-09 22-36 


2016 


IPB003134 


Repeat in HSl/Cortactin 


IPB003134F 15.66 1.48e-09 145-193 


2017 


PR01297 


Colicin lysis protein signature I 


PR01297A 6.60 6.02e-09 16-29 


2018 


PR00205 


Cadherin signature IV 


PR00205D 12.22 3.25e-16 37-56 
PR00205G 13.05 1.37e-13 40-57 
PR00205F 19.57 3.10e-13 6-32 
PR00205C 13.59 6.62e-09 23-35 


2020 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862C 26.48 8.94e-09 113-161 


2021 


IPB001909 


KRABbox 


IPB001909 1737 8.65e-30 56-90 


2022 


IPB001909 


KRAB box 


IPB001909 17.37 8.65e-30 56-90 


2024 


IPB000560 


Histidine acid phosphatase 


IPB000560 17 02 1 OOe-lfi 35-S7 


2026 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14 67 7 00e-74 S4S-S70 


2026 


IPB001909 


KRABbox 


IPB001909 17.37 2.86e-21 134-168 
IPB000822 14 67 7 79r-17 573-SQ5? 
IPB000822 14 67 3 57e- 17 487-^17 
IPB000822 14.67 2,50e-13 515-540 


2026 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9 94 4 32e-ll 570-583 
PR00048A 9.94 5.26e-l 1 484-497 
PR00048A 9.94 9.53e-l 1 542-555 
PR00048B 5.52 1.00e-10 558-567 
PR00048A 9.94 3.86e-10 512-525 


2026 


IPB001012 


UBX domain 


IPB001012A 12.95 7.00e-10 297-312 


2026 


IPB001580 


Calreticulin family 


IPB001580F 2.93 1.00e-09 305-314 
PR00048B 5.52 6.50e-09 500-509 


2026 


PR01073 


Presenilin 1 signature III 


PR01073C 1.45 6.62e-09 300-311 


2026 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 9.73e-09 298-322 


2029 


IPB001599 


Alpha-2-macrogIobulin family 


IPB001599L 18.664.15e-28 59-86 


2029 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB00 1 599K 8. 1 5 1 .46e- 1 0 29-40 


2031 | 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.26e-10 17-31 


2032 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 118-132 


2032 


PR00019 


Leucine-rich repeat signature I 


PR00019A 1 1.72 7.14e-l 1 27-40 
PR00019B 1 1 42 8 0Qe-O9 74-37 


2033 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 6.85e-13 118-132 


2033 


PR00019 


Leucine-rich repeat signature I 


PR00019A 11.72 7.14e-ll 27-40 
PR00019B 11.42 8.09e-09 24-37 


2034 


IPB000203 


GPS domain 


IPB000203A 18.40 9.25e-20 991-1021 
IPB000203B 13.98 8.88e-15 1111-1132 


2034 


IPB000832 


G-protein coupled receptors family 2 
(secretin-like) 


IPB000832C 19.53 9.46e-13 1111-1140 


2034 


PR00249 


Secretin-like GPCR superfamily 
signature III 


PR00249C 15.44 1.73e-10 1113-1136 
IPB000832G 15.17 7.81e-09 1281-1306 


2035 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 3.45e-21 51-76 
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IPB000822 14.67 4.00e-19 79-104 
IPB000822 14.67 3.40e-I6 23-48 


2035 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 6.54e-14 20-33 






DM DNA binding domain 

• 


IPB001275 19.17 8.05e-14 11-50 
IPB001275 19.17 2.14e-13 39-78 
PR00048B5.52 4.00e~ll 92-101 
PR00048A 9.94 6.21e-ll 76-89 
PR00048B 5.52 6.25e-ll 64-73 
PR00048A 9.94 5.09e-10 104-117 
PR00048B 5.52 2.00e~09 8-17 
IPB001275 19.17 4.53e-09 67-106 
PR00048A 9.94 8.12e-09 48-61 




PPAAQQ^ 


36kDa capillovirus serine protease 
vojj^ signature vi 


PR00995F 16.50 9.73e~09 1-19 


2038 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 8.71e-10 8-22 

T>T> f\r\r\A rir\ r\ t\t\ r\ a ^ i/\ 

rKU0U4yD 0.00 9.43e-10 9-23 






— : 

cA protein 


IPB003861B 9.06 1.98e-09 17-31 

DD AAA/1 OH A AA O T7^ /\ri m 

i , K0U04yD 0.00 2.37e-09 12-26 
PR00049D 0.00 2.53e-09 1 1-25 
ppaaa/iqfi a aa /i ao ia o/i 


2038 


IPB002999 


i uuui uuJIlaiil 


TDTJAAOOOOD *7 <TA H cc„ nA 10 11 

iroUUzyyyu OU /.33e-Ui/ 13-21 
tpraaoqqqr n <a t <Co.no i/t oo 

IPB002999B 7.50 8.36e-09 11-19 


2038 


IPB000822 


"7inc finfrpr tvnp" 


iruuuuozz 14.0/ o.ooe-uy iyy-zz4 


2039 


IPB001310 


HTT fFfitfiHmp trinHI fnmilv 
mi \i uauuiiiw UlaUJ IcuJIliy 


TPRAA1 1 A A 1 C *7£ 1 10 1 AT OOT 

irtiuuiJiUA lo. /o J.zDe-lo ly I -III 

rPRAAI^IAR AA O 01*» 10 0<1 OC7 


2039 


PR00332 


Histidine triad family signature II 


PR00332B 14.02 6.26e-l 0209-227 


2039 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 j 


2040 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 


2040 




Histidine triad family signature II 


PR00332B 14.02 6.26e- 10 209-227 


2040 


IPB000822 


"Zinc ringer, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 


2041 


IPB001310 


HIT (Histidine triad) family 


IPB001310A 18.76 3.25e-18 197-227 
IPB001310B 21.00 2.93e-12 261-287 




pp fin "3 30 


Histidine triad family signature II 


PR00332B 14.02 6.26e-10 209-227 


2041 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 2.13e-09 339-364 




1"DDAAA1 1C 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 4.52e-10 102-126 
IPB000135D 2.13 9.71e-10 104-128 
IPB000135D2.13 9.90e-10 101-125 
IPB000135D 2.13 3.18e-09 105-129 
IPB000135D 2.13 9.55e-09 103-127 




PR AAA74 


— — ; 

rrotem-lysine 6- oxidase precursor 
signature VIII 


PR00074H 17.29 8.11e-19 264-283 
PR00074E 11.34 3.88e-16 193-213 
PR00074F 11.47 6.65e-16 217-238 
PR00074B 7.56 4.98e-12 126-150 


2043 


IPB001695 


Lysyl oxidase 


IPB001695E 9.12 5.70e-12 110-151 

PRAAA74n 91 fifi 7 QAc 1A 171 1O0 


2043 


PR00258 


Speract receptor signature I 


PR00258A 13.56 3.70e-10 5-21 
PR00258C 9.05 4.95e-10 43-53 
PR00258D 14.29 6.29e-10 76-90 
IPB001695F 11.10 6.24e-09 151-179 


2046 


PR01254 


Prostaglandin D synthase signature II 


PR01254B 12.05 1.17e-09 339-349 


2048 


IPB000374 


Phosphatidate cytidylyltransferase 


IPB000374B 15.86 2.06e-27 375-402 
IPB000374A 12.59 3.65e-16 271-283 


2049 


PR00320 


G protein beta WD-40 repeat 
signature I 


PR00320A 13.15 7.95e-ll 118-132 
PR00320B 12.82 2.08e-10 1 18-132 
PR00320C 12.32 4.33e-09 118-132 
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2052 


PR01446 


Claudin-8 signature III 


PR01446C 9 62 2 27e-09 119-131 


2053 


IPB002884 


Proprotein convertase P-domain 


EPB002884B 15.69 6.33e-09 114-131 


2054 


IPB000361 


Hypothetical hesB/yadR/yfhF family 


IPB000361B 19.14 3.08e-19 122-153 
IPB000361A 17.83 2.71e-16 73-93 


2055 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.28e-10 133-170 


2055 


IPB000920 


Myelin P0 protein 


IPB000920C 15.78 3.92e-09 161-213 


2055 


PR00213 


lvxycilil -Tv piULCltl dlglloLUIc V 




2058 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 3.17e-17 27-79 
IPB001442A 26.12 3.60e-17 33-85 
IPB001442A 26.12 1.21e-16 39-91 


2058 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 2.19e-16 35-88 
IPB000885A 11.46 5.06e-16 40-77 
IPB001442A 26.12 6.02e-16 30-82 
IPB000885B 19.15 3.65e-15 44-97 
IPB000885B 19.15 4.39e-15 26-79 
IPB000885B 19.15 4.49e-15 32-85 
IPB001442A 26.12 9.29e-15 24-76 


70S 8 




von wmeDrana tactor type A 
domain signature I 


PR00453A l L78 l .75e-l4 107-124 
IPB000885A ll. 46 2.29e-l4 43-80 
IPB000885A 11.46 3.92e-l4 52-89 
IPB00O885B 19.15 6.97e-l4 29-82 
IPB001442A 26.12 7.65e-14 42-94 
IPB001442A 26.12 8.63e-14 45-97 
IPB001442A 26.12 1.00e-13 36-88 
lrBUU0oo5A 11.46 2.89e-13 37-74 
IPB000885A 11.46 6.33e-13 49-86 

rDDHHAQOCD 10 K Tm* 1*3 10 m 

IPB000885B 19.15 7.46e-13 41-94 


2058 


IPB001073 


f"VvmT\1piYi^nt fin lYrrtt/s'tti 

^•uiJipiciiiciii i^icj proicin 


lrBi)\)W/3A 1.72e-12 45-79 

IPB000885A 1 1.46 5.93e-12 55-92 
TPDAnnoo< aii ac c c\a ~ \*% ac oi 

IPB001073A 22.14 7.48e-12 48-82 

TPRO00R85R 10 15 8 88<*_17 An too 
IPB001442R 12 38 0 RSp-17 fil-81 


2059 


IPB001541 


SUR2-type hydroxylase/desaturase 
catalytic domain 


IPB001541A 12^0^50p-11 4fLS7 
IPB001541B 11.65 4.86e-09 127-136 


2060 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006R 90 73 o" IQp-00 1^4-171 


2061 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR0091RA 11 81 50fO7 17 57 


2061 


IPB002078 


Sigma-54 factor interaction protein 
family 


IPB00707RA 70 43 11 r- 1ft 41-77 


2061 


PR00364 


Disease resistance protein signature I 


PR00164A 8 70 7 1 Ip-lfl 47 57 


2061 


IPB000765 


GTP1/OBG family 


IPB000765 26.91 7.67e-10 41-84 


2061 


PR00094 


Adenylate kinase signature I \ 


PR00094A 9.62 2.43e-09 44-57 


2061 


PR00830 


Endopeptidase La (Lon) serine 
protease (SI 6) signature I 


PR00830A 8.52 4.50e-09 47-66 


2067 


PR00874 


Fungi-IV metallothionein signature 
III 


PR00874C 4.37 6.50e-09 7-21 


2071 


PRO 1539 


Interleukin-1 receptor type II 
precursor signature IX 


PR015391 14.65 9.06e-09 223-246 


2074 


IPB001284 


Ribosomal protein L34e 


IPB001284A 18.97 3.48e-31 15-50 i 
IPB001284B 26.99 1.41e-28 53-85 


2074 


PR01250 


Ribosomal protein L34 signature IV 


PR01250D 13.87 2.69e-23 73-95 
PR01250B 13.36 7.92e-17 33-50 
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PRO 125 OA 1 1 25 2 25e-13 20-33 
PR01250C 9.53 4.52e-12 53-63 
IPB001284B 26.99 3.75e-09 82-114 


2076 


IPB000171 


Bacterial-type phytoene 
dehydrogenase 


IPB000171E 7.19 8.20e-09 294-304 


2077 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2077 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2077 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2078 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2078 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2078 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2079 


IPB001774 


Delta serrate ligand 


IPB001774D 19.23 5.91e-09 50-96 


2079 


IPB000034 


Laminin B 


IPB000034C 12.97 7.31e-09 84-102 


2079 


IPB000561 


EGF-like domain 


IPB000561 4.89 8.07e-09 84-92 


2080 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 9.36e-10 14-37 


2081 


IPB001187 


Tissue Factor (TF) 


IPB001 187G 15 20 7 00e-1 0 IVfiQ 


2081 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 2.69e-09 146-180 


2081 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 6.03e-09 205-219 
PR0004QD 0 Oft ft 34f»-ftQ 0C\1J>0 1 

PR00049D 0.00 7.41e-09 203-217 


2081 


PR00499 


Neutrophil cytosol factor 2 signature 
I 


PR00499A 7.48 7.60e-09 791-808 


2081 


IPB001359 


Synapsin 


IPB001359H 22.58 8.08e-09 772-822 


2081 


11 1JUUJUJU 


wag iju core sneu protein 


irJ300303oO 11.33 y.o3e-0y 133-171 


2082 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039B 27.55 3.01e-09 103-154 




1 1 OV/V/ D \J VIO 


lmmunogioouiin ana major 
histocompatibility complex domain 


IFoOWOOod 20.23 o.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2083 


PR01536 


Interleukin-1 receptor type I and type 
11 family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
lro00300o.b> 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


7084 




lmmunogioDuiin ana major 
histocompatibility complex domain 


TDDAAQ AA/CO OA n O T1 „ 1 ^ 1 yt o tor- 

lPB00300oB 20.23 8.7le-l2 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2084 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
1PB003006B 20.23 6.40e-10 54-91 
lro00300oB 20.23 9.64e-10 540-577 

TT>T5 AAO.AA/TQ OA OO O /CO^. AA 101 

lri3003000r> 20.23 o.o2e-09 340-383 
PR01536C 19.92 9.19e-09 155-178 


2085 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-l 1 248-285 


2085 


PRO 1536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB001006R ?ft 91 fi dftp-lft ^4-01 

II Uvv J \Jv\jJj LV.^J 0.*tUC— 11/ JH 71 

IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2086 


IPB002117 


p53 tumor antigen 


IPB0021 17A 9.71 5.50e-15 13-23 


2087 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 
IPB000074B 29.17 8.75e-10 95-148 
IPB000074B 29.17 9.20e-10 62-115 
IPB000074C 22.23 2.62e-09 90-127 
IPB000074C 22.23 4.35e-09 112-149 
IPB000074B 29.17 8.48e-09 201-254 
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2088 


IPB000074 


Apolipoprotein A1/A4/E 


IPB000074B 29.17 7.49e-10 117-170 

TDRAAAAO/fD OO 10 O 7C„ tf\f\C 1AO 

lr£>UUUU/4x5 zy. \ / X./5e-lU 95-148 

TPRfinnn74R oo 1 7 o on** i a ^o i i ? 
Lrx>uuuu/*fJ3 zy. i / y.zue-iu oz-115 

IPB000074C 22.23 2.62e-09 90-127 

IPB000074C 22.23 4.35e-09 112-149 

IPB000074R 20 17 R 4Rp-ftQ 90.1-9^4 


2090 


IPB001211 


Phospholipase A2 


IPB001211B 17.16 3.12e-31 49-76 


2090 


PR00389 


Phospholipase A2 signature III 


PR00389C 17.85 2.50e-20 61-79 
PR00389B 10.67 6.91e-16 42-60 
IPB001211D 11.66 5.50e-14 109-124 
PR00389E 13.06 8.20e-14 109-125 
IPB001211C 14.62 1.56e-ll 84-102 


2091 


PR01217 


Proline rich extensin signature VI 


PR01217F 4.24 8.40e-09 65-82 


2092 




Mandelate racemase/muconate 
lactonizing enzyme family 


lFi3001354C 32.55 1.00e-24 255-296 

IPB001354D 32.92 2.07e-18 343-388 

TDonni i^/id 10 \ci ai«. 10 ni tco 
irtsuuijD415 lo.Io J.yie-lo 132-158 


2094 


TPB000222 


PrrrffMn nhncnlmtncA 9P cuKfomiKr 
i luicui piiuipjlaUlbc bUDlainiiy 


tdraaaoooc to oo a c\a ^ k ioc mc 
lroUUUzzZr iy.o/ 4.y4e-15 285-305 

IPB000222E 14.28 6.33e-15 257-275 

TPRflftn999fi Q 17 1 O^o lO 111 mA 

Lrr>uu uzzz lj y. i / i .yoe- iz j 1 1-324 
IPB000222C 6.84 2.08e-12 176-185 
IPB000222H 9.33 7.97e-12 347-359 
IPB000222B 15.80 2.86e-10 144-154 

rPRfiflft999n 1 1 74 7 7A*> no 71 * on 
1* DuuuizzL/ 1 1. /•t z. / £ fe-uy zij-z^z 

IPB000999T P. 0,1 4 79fsJ1Q 408-417 


2095 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


TPROOftl 59 P. P.6 4 71 1 ^ 1 iV7 199 
1* ov/wuz 0.00 *r. / ic-u 1U/-1ZZ 

IPB000152 8.86 1.47e-14 44-59 


2095 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 1.47e-ll 107-118 


2095 


IPB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-l 1 49-59 
IPB001881B 12.28 6.68e-ll 44-55 


2095 


PR00010 


Tvnp IF PfiF-lilrp cionatur** TTT 

1 " JUVJI UNC algllalUT C 111 


DDAnm nr* a. 00 0 1 a« 1 a a<\ cn 
rKUlfUIUU o.ye /.lUe-IU 49-59 

PR00010C6.98 7.68e-10 112-122 

TPRAA 1 SCI D 1OO0O CO\«. AA C \£L 

LroUUloolo Iz.zo z.5/e-0y 5-lo 
IPB000033B 7.05 3.13e-09 112-122 


2095 


IPB003886 


Extracellular domain m niHncrpn 

UAU UWllUllU VI 11 HI 1 lHJv^^wll [ 


TPRAfllRR/^n 11 Ol <: Tio no ia*7 io<c 


2096 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2096 


IPB000276 




IrUUUUZ/OA ii.Do y.z5e-l4 loU-l/l 

PR0fl94^n 0 14 1 51*=. 11 77C OQO 

PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3 .08e-09 324-340 i 


2096 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2096 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
ppnfl9i7P 14 77 <; oi» ao i/i/c_i <o 


2096 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 

DP AA017<"5 1 O Ol 1 rtfta AO 1 1 A *5 Af\ 


2097 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2097 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2097 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2097 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91 e-09 146-168 


2097 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 



WO 2004/080148 



PCT/US2003/030720 



439 
TABLE 3B 









PR00237G 19 91 1 ftftp-flR 114-140 


2098 


IPB001169 


"Integrin beta, C-terminus" 


IPB001 169J 7 49 4 61p-1 ft 40-6? 


2098 


PR01186 


Integrin beta subunit signature XI 


PR01 186K 7.39 7.27e-10 49-62 
PR01186K 7.39 9.75e-09 15-28 


2102 


PR00193 


Myosin heavy chain signature III 


PR00193C 11.66 9.77e-24 126-153 


2102 


IPB000857 


Core domain in kinesin and myosin 

m ntnrQ 


IPB000857C 10.82 4.84e-19 124-146 

PPftftl Q1R 1 ? 1£ A 9U 18 7/1 OQ 

TPRonnfl^7r> 1 9 qi t 19 1 ^1 101 
PR00193A 14.87 8.50e-12 14-33 


2102 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.86e-09 76-91 


2103 


PR00193 


Mvniin liMW cVhain sttrnfltirrp TTT 


PRftftlQlP II^Q T7~ OA 19/: i c-i 


2103 


IPB000857 


Core domain in kinesin and myosin 

Z11UIU1 o 


IPB000857C 10.82 4.84e-19 124-146 

PP fift 1 Q1R 19 ^ A 81o 1 fi HA OO 
TPR000857n 1? Ql 7 64p-19 1S1-1Q1 
PR00193A 14 87 R S ftp- 19 14-11 
IPB000857B 11.35 l.OOe- 10 55-101 


2103 


PR00364 


Disease resistance protein signature I 


PR00364A 8 29 4 X6e-ft9 76-91 


2105 


IPB002350 


Kazal-type serine protease inhibitor 
familv 


IPB002350 31.78 2.86e-18 77-117 


2105 


IPB000716 


Thvroelobulin tvne-1 reneat 


TPR000716P 17 69 9 RRp-1R 974 9Q? 

IPB000716D 15.49 7.16e-15 296-310 


2109 


IPB000483 


Leucine rich repeat C-terminal 
domain 


TPROftfMRl 11 IRS Sftp 1 1 4<J SQ 


2111 


IPB000221 


Protamine PI 


IPB000221 5.48 3.08e-09 3-29 


2112 


PR01415 


Ankyrin repeat signature II 


PR0141SR 10 91 *> RRp-ftQ 96-1R 


2113 


IPB000416 


Outer Caps id protein VP4 
(Hemagglutinin) 


1PB000416P IS 17 7 Oftp-ftO 1RR 996 


2114 


IPB000416 


Outer Capsid protein VP4 
(Hemagglutinin) 


IPB000416P 15 37 7 00e-09 1RR-996 


2115 


IPB000998 


MAM domain 


IPB000998C 18 63 1 95e»19 17-19 


2115 


PR00020 


MAM domain signature III 


PR00020C 12.01 8.12e-10 16-27 
IPB000998D 18 66 9 61e-10 R9-10S 


2116 


IPB000998 


MAM domain 


IPB000998C 18.63 1.95e-12 17-32 


2116 


PR00020 


MAM domain signature III 


PR00090r 12 01 R 1 9p-1 ft 1 6-97 I 

l IvlA/uil/V/ 1j6,V/1 O. IXC 11/ 10"Z/ 

IPB000998D 18.66 9.61 e-10 82-105 


2118 


1PB002642 


LvsoohoSDholiDase catalvtic domain 


1PR0(P649F 1 R 1 9 6 91p-1ft R6-1 1 1 


2119 


IPB002642 


Lysophospholipase catalytic domain 


IPB002642E 18.19 6.91e-10 86-111 


2120 


IPB000817 


Prion nrotein 


TPRnnf)R17A R 1/1 1 TXt> in 7*C< OOT 1 


2120 


IPB001442 


C-terminal tandem repeated domain 

in tvne 4 nrrwillnffpn 


IPB001442A 26.12 7,26e-09 262-314 


2122 


IPB003006 


Immunoglobulin and major 


IPB003006B 20.23 1.43e-13 72-109 | 


2122 


IPB003531 


oiiui t ijcniaLupuicLin receptor iarniiy 

1 


TDDfinKIl P 1^ C7 O 1 0~ 11 no lie 

IrDUUJDjlU 13.0/ 9.3oe-ll 318-335 


2123 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 72-109 


2123 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2124 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 1.43e-13 72-109 


2124 


IPB003531 


Short hematopoietin receptor family 
1 


IPB003531C 15.87 9.38e-ll 318-335 


2125 


IPB000008 


C2 domain 


IPB000008C 23.37 7.94e-25 109-148 


2125 


PR00360 


C2 domain signature I 


PR00360A 15.18 1.60e-13 107-119 


2125 


PR00399 


Synaptotagmin signature II 


PR00399B 14.30 1.69e- 12 94-107 
IPB000008D 14.83 3.86e-ll 164-182 
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PR00360B 11.64 5.94e-ll 136-149 
PR00399C 15.89 4.98e-10 151-166 
PR00399D 12.72 6.33e-10 171-181 
PR00399A 15.05 8.65e-09 79-94 


2126 


IPB002870 


Reprolysin family propeptide 


IPB002870B 24.73 3.78e-14 142-180 


L liO 


IxJDUUIO /V 


Iron-containing alcohol 
dehydrogenase 


IPBQ01670D 13.90 5.50e-09 158-173 


2130 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2130 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 1 1-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19.15 2.32e-22 4-57 
IPB001442A 26.12 2.93e-22 5-57 
IPB001442A 26.12 5.37e-22 17-69 


2130 


PR00258 


Speract receptor signature I 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
1PB000885A 1 1 .46 1 .49e-l 5 33-70 1 
IPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 11.46 8.30e-15 9-46 
IPB000885A 1 1.46 2.99e-14 30-67 
1PB000885B 19.15 4.13e-14 31-84 


2130 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 1 1.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
1PB001073A 22.14 7.89e-13 23-57 
PR00258B 7.94 8.42e-13 106-117 
IPB001442A 26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 8.47e-12 12-32 
IPB001073A 22.14 8.74e-12 29-63 
IPB001442B 12.38 9.69e-12 15-35 
IPB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-ll 9-29 
IPB001073A22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22.14 9.17e-l 1 44-78 
IPB001073A 22. 14 9.50e-l 1 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 




rpROODR 1 7 


Prion protein 


TDDAAAOnA O O A 1 OO- 1 A 1 A1 

1FB000817A 8.34 2.88e-10 1-43 
IPB000885B 19.15 4.09e-10 37-90 
IPB000885A 1 1.46 4.23e-10 42-79 
IPB001073A 22.14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 
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IPB001442B 12.38 5.62e-09 27-47 
IPB000885A 1 1.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
IPB001073A 22.14 9.30e-09 38-72 


2131 


IPB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 7.53e-26 8-60 


2131 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 4.52e-24 1-54 
IPB000885B 19.15 2.38e-23 19-72 
IPB001442A 26.12 8.04e-23 11-63 
IPB001442A 26.12 8.83e-23 20-72 
IPB000885B 19 15 2 d-57 
IPB001442A 26.12 2.93e-22 5-57 
IPB001442A 26.12 5.37e-22 17-69 


2131 


PR00258 


Speract receptor signature 1 


PR00258A 13.56 6.32e-16 87-103 
IPB001442A 26.12 7.91e-16 26-78 
IPB000885A 11.46 1.49e-15 33-70 
IPB000885A 11.46 5.74e-15 24-61 
IPB000885B 19.15 5.98e-15 28-81 
IPB000885A 1 1.46 8.30e-15 9-46 
IPB000885A 1 1.46 2.99e-14 30-67 
IPB000885B 19.15 4.13e-14 31-84 


2131 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 8.40e-14 17-51 
IPB000885A 11.46 8.60e-14 39-76 
IPB000885B 19.15 2.17e-13 34-87 
IPB001073A 22.14 7.89e-13 23-57 
PR00258B7.94 8.42e-13 106-117 
IPB001442A 26.12 2.17e-12 35-87 
IPB001442B 12.38 2.98e-12 24-44 
IPB001442B 12.38 5.58e-12 21-41 
IPB001073A 22.14 6.94e-12 20-54 
IPB001073A 22.14 8.38e-12 11-45 
IPB001442A 26.12 8.47e-12 32-84 
IPB001442B 12.38 8.47e-12 12-32 

LTDVJ\J 1U / 3/\ ZZ. l*t o. /4e-lZ Zy-Oj 

IPB001442B 12.38 9.69e-12 15-35 
1PB001442B 12.38 1.71e-ll 51-71 
IPB001442B 12.38 2.86e-ll 9-29 
1PB001073A 22.14 3.83e-ll 14-48 
IPB000885B 19.15 5.90e-ll 40-93 
IPB001442B 12.38 8.86e-ll 6-26 
IPB001073A 22. 14 9.17e-l 1 44-78 
IPB001073A 22.14 9.50e-ll 2-36 
IPB001073A 22.14 1.15e-10 8-42 
IPB001073A 22.14 2.83e-10 26-60 


2131 


IPB000817 


Prion protein 


IPB000817A8.34 2.88e-10 1-43 
IPB000885B 19.15 4.09e-10 37-90 
IPB000885A 1 1.46 4.23e-10 42-79 
IPB001073A 22.14 4.81e-10 47-81 
IPB001073A 22.14 5.12e-10 50-84 
IPB001073A 22.14 6.03e-10 5-39 
IPB001442A 26.12 9.26e-10 38-90 
IPB001442B 12.38 1.24e-09 18-38 
IPB001073A 22.14 2.13e-09 41-75 
IPB001442B 12.38 2.70e-09 3-23 
IPB001442B 12.38 4.65e-09 45-65 
IPB001442B 12.38 5.62e-09 27-47 
IPB000885A 11.46 5.87e-09 45-82 
IPB001442B 12.38 6.84e-09 48-68 
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IPB001073A 22.14 9.30e-09 38-72 


2132 


IPB000237 


GRIP domain 


IPB000237B 30.66 3.22e-10 427-477 


2133 


EPB001909 


KRABbox 


IPB001909 17.37 6.50e-34 63-97 


nil 
2133 


IPB000822 


"Zinc finger, C2H2 type" 


EPB000822 14.67 8.20e~22 354-379 
IPB000822 14.67 5.09e-21 438-463 
IPB000822 14.67 5.50e-20 606-631 
IPB000822 14.67 7.00e-20 578-603 
IPB000822 14.67 3.25e-19 522-547 
IPB000822 14.67 4.00e-19 326-351 
IPB000822 14.67 7.00e-19 410-435 
IPB000822 14.67 4.46e-18 494-519 
IPB000822 14.67 6.14e-17 382-407 
IPB000822 14.67 3.40e-16 550-575 
IPB000822 14.67 4.00e-16 466-491 


2133 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 5.85e-14 547-560 
PR00048A 9.94 8.07e-13 351-364 
PR00048A 9.94 3.12e-12 519-532 
PR00048A 9.94 4.71e-12 379-392 
PR00048A 9.94 4.71e-12 463-476 
PR00048B 5.52 7.00e-12 619-628 


2133 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 7.04e-12 398-437 
PR00048A 9.94 7.88e-12 631-644 
PR00048A 9.94 1.95e-ll 603-616 
PR00048A 9.94 4.32e-ll 575-588 
PR00048B 5.52 5.50e-l 1 451-460 
PR00048A 9.94 1.00e-10 323-336 
IPB001275 19.17 1.36e-10 426-465 
IPB001275 19.17 L49e- 10 482-521 
PR00048A 9.94 5.09e-10 435-448 
IPB001275 19.17 5.14e-10 510-549 


2133 


IPB002S17 


ThiC family 


IPB002817H 1 1.39 5.42e-10 349-364 
PR00048A 9.94 5.91e-10 491-504 
IPB001275 19.17 8.18e-10 314-353 
IPB001275 19.17 9.15e-10 454-493 
PR00048B 5.52 9.36e-10 507-516 
IPB001275 19.17 9.39e- 10 342-381 
IPB001275 19.17 9.39e-10 370-409 
PR00048B 5.52 2.00e-09 339-348 
IPB000822 14.67 2.13e-09 634-659 
PR00048B 5.52 2.50e-09 591-600 
IPB001275 19.17 2.71e-09 594-633 
PR00048B 5.52 3.00e-09 535-544 
1PB001275 19.17 3.62e-09 538-577 
PR00048A 9.94 4.38e-09 407-420 


2133 


IPB000306 


"FYVEZn-finger, 
rabphiIin/VPS27/FABl type" 


IPB000306 8.96 4.71e-09 350-362 
PR00048B 5.52 5.50e-09 423-432 
IPB000306 8.96 5.76e-09 630-642 
irJtsUUloUo o.yo O.K)oG-\)y 434-446 
PR00048B 5.52 7.00e-09 367-376 
IPB002817H 1 1.39 7.34e-09 433-448 
IPB001275 19.17 8.18e-09 566-605 


2133 


IPB002634 


BolA-like protein 


IPB002634A 23.30 8.62e-09 375-409 


2137 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5.74e-17 277-295 
IPB000954C 12.88 9.44e-14 240-255 


2138 


IPB000954 


Aminotransferase class-Ill pyridoxal- 
phosphate 


IPB000954B 21.02 9.38e-21 191-230 
IPB000954D 13.61 5.74e-l 7 277-295 
IPB000954C 12.88 9.44e-14 240-255 
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2139 


IPB001254 


"Serine proteases, trypsin family" 


IPB001254A 9.98 6.14e-15 33-49 


2139 


PR00722 


Cfaymotrypsin serine protease family 
(SI) signature I 


PR00722A 12.06 4.54e-14 34-49 


2139 


IPB000001 


Kringle 


IPB000001D 11.31 7.56e-12 33-49 


2139 


IPB000177 


Apple domain 


IPB000177K 13.19 2.57e-10 35-67 
PR00799R 12 60 6 8Sp-10 00-104 


2142 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 3.89e-ll 10-25 
rPB000152 8 86 4 86p-1 1 198-14^ 


2142 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 7.63e-ll 10-21 


2142 


PR00010 


TvDe II EGF-like signature III 


PR00010P (\ 08 9 74a~10 1^1 141 


2142 


IPB002899 


EB module 


IPB002899B 11.81 5.59e-10 116-128 
TPR00980QR 11 81 5 S0p-1O 1S7 IfiO 
IPB001881R 19 98 S7f*-10 198-110 
IPB001881B 12.28 8.29e-10 169-180 
IPB001881A 8.72 9.36e-10 41-50 
IPB000152 8 86 0 72e-10 160-184 


2142 


IPB001862 


Membrane attack complex 
components/perforin/complement C9 


IPB001862F 29.39 9.81e-10 26-73 
IPB001862F 29.39 1.28e-09 102-149 


2142 


IPB000033 


"Low-densitv lirxrorotein fldH 
receptor, YWTD repeat" 


TPR000011R 7 0^ S 01p-00 111- 141 
PR00010A 12.91 7.27e-09 37-48 


2142 


IPB000561 


EGF-like domain 


IPB000561 4.89 7.43e-09 96-104 
IPROOO^fil 4 80 7 41f»-fi0 1 17-14^ 


2144 


IPB000608 


Ubiquitin-conjugating enzymes 


IPB000608 27.71 7.95e-12 72-116 


2146 


IPB002181 


Fibrinogen beta and gamma chains 

v^— luminal glUUUlaT UUIUdUl 


IPB002181B 20.16 7.49e-24 30-66 

TDBfkAO lOin OO 15 7 i c r»T 1 11 

iroUUzlolJJ zyAo /.JZe-15 yZ-132 
TPR009 1 8 1 C 1 *s 87 1 fJLo. in 71 01 


2147 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2148 


IPB002181 


Fibrinogen beta and gamma chains 
C-terminal globular domain 


IPB002181B 20.16 7.49e-24 30-66 
IPB002181D 29.18 7.32e-15 92-132 
IPB002181C 15.87 2.64e-10 71-83 


2151 


1PB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2159 


PR00501 

1 IWVJ \J J 


oi uiiimiumoin aigiidiurc iv 


rKUUDUJlJ iy.z4 3.:>7e-zl 432-451 


2159 


IPB001487 


Bromodomain 


IPB001487B 17.44 2.13e-19 423-444 ! 
PR00503B 10.44 4.37e-19 105-121 
lrBUU14e7A 11.44 5.20e-19 106-124 
PR00503C 19.09 4.00e-17 121-139 

TDDATkl A 0*7 A 11 AA f\ C"5 — 1 £"jr\r\ Ail 

lrJoUU14a/A i 1.44 9.53e-16 399-417 

PPflO^OIA 14 A f\f\o. 1 A CQ 1A7 
rivUUjUJA 14.3/ 4.UUe-i4 oy-\.\)Z 

PR00503B 10.44 8.64e-14 398-414 
ppnn^oin i o oa o i i i iq 1 
TPRnm487R 1744 1 ^c*» 1*7 nrv^i^i 
proo^oip 10 no 70*>_i i 414.419 


2159 


IPB001505 


"Cu(A) centre of cytochrome c 
oxidase, subunit II and nitrous oxide 
reductase" 


IPB001505B 15.93 5.94e-10 417-466 
IPB001505A 18.04 1.17e-09 104-151 


2159 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 5.13e-09 496-535 
PR00503A 14.57 6.8 le-09 382-395 


2159 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 7.49e-09 250-271 


2159 


PRO 1503 


Treacher Collins syndrome protein 
Treacle signature II 1 


PR01503B 3.77 7.64e-09 714-727 j 


2159 


IPB000574 


Tymovirus coat protein 


IPB000574A 32.18 7.78e-09 265-312 


2159 


PR00910 


Luteovirus ORF6 protein signature I 


PR00910A 2.74 8.07e-09 266-278 


2159 


IPB001359 | 


Synapsin 


IPB001359H 22.58 8.51e-09 204-254 
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2159 


IPB001978 


Troponin 


IPB001978B 22 99 9 15p-09 S41-572 


2160 


IPB002862 


Protein of unknown function DUF16 


IPB002862C 1 1 30 9 59e-09 60-82 


2164 


1PB000961 


Protein kinase C-terminal domain 


IPB000961D 21 23 5 29e-29 7-48 


2164 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21 68 2 80e-19 1 1-49 

XX V \J *\ X*T*J XJ AfliUU Uvv X ✓ 1 1 r ^ 


2164 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 9.60e-16 13-62 


2164 


IPB001772 


Kinase associated domain 1 


FPB001772F 24 88 2 75^-14 69-108 


2164 


1PB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 
IPB001772D 21.67 4.73e-13 18-57 
IPB003527D 21 53 4 66e-1 1 4-45 


2164 


EPB000095 


PAK-box /P2 1 -Rho-binding 


IPB000095F 16 47 9 65e-10 15-69 


2164 


IPB000959 


POLO box duplicated region 


IPB000959D 27 01 2 97e-09 62-1 14 

xx u\j\j\j s j s u x* i ,\t x . ✓ 1 & \ty \JX* lit 


2165 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 5.29e-29 7-48 


2165 


IPB001245 


Tyrosine kinase catalytic domain 


TPR001 245B 21 68 2 80e-1 9 1 1-49 


2165 


IPB000861 


PKN/rhoDhiHn/rhntelnTi rho-Hindintr 
repeat 


TPR0ftfl861O 1^ 7^ 9 fifip-16 1^-6? 


2165 


IPB001772 


Kinase associated domain 1 


IPB001772E 24.88 2.25e-14 69-108 


2165 


IPB003527 


MAP kinase 


IPB003527G 17.26 8.86e-14 81-118 

LrBUUl / /ZL/ Z 1 .0/ 4./jC-iJ 15-3/ 

IPB003527D 21.53 4.66e-l 1 4-45 


2165 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 9.65e-10 15-69 


2165 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 2.97e-09 62-114 


2167 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 6.00e-26 147-181 
IPB001073A 22.14 4.48e-20 101-135 


2167 


IPB000885 


Fibrillar collagen C-terminal domain 


IPB000885B 19.15 9.63e-20 70-123 


2167 


1PB001442 


C-terminal tandem repeated domain 
in type 4 procollagen 


IPB001442A 26.12 4.27e-19 71-123 
IPB000885B 19.15 7.48e- 19 76-129 
IPB000885A 11.46 1.97e-18 78-115 
IPB000885A 11.46 2.94e-18 84-121 


2167 


PR00007 


Complement C1Q domain signature 

in 


PR00007C 16.13 3.67e-18 215-236 
IPB001442A 26.12 l.lle-17 80-132 
PR00007A 20.64 1.84e-17 140-166 
IPB001442A 26.12 1.87e-l 7 86-138 
IPB000885B 19.15 5.39e- 17 73-126 
IPB000885A 11.46 6.96e-17 81-118 
IPB000885B 19.15 8.87e-17 67- 


2167 


IPB000817 


Prion protein 


IPB000817A 8.34 3.27e-09 67-109 
IPB000885A 11.46 3.66e-09 35-72 
IPB001442A 26.12 4.13e-09 28-80 
IPB0O0885B 19.15 4.19e-09 42-95 
IPB000885A 11.46 4.77e-09 102-139 
IPB001442A 26.12 4.83e-09 40-92 
IPB001442B 12.38 5.99e-09 53-73 
IPB001442A 26.12 6.17e-09 37-89 
IPB000885B 19.15 7.55e-09 52-105 
IPB001442B 12.38 7.57e-09 87-107 

IPB001073A 22.14 8.59e-09 46-80 
IPB000885B 19.15 8.69e-09 94-147 
IPB001442B 12.38 9.64e-09 90-110 


2169 


IPB002360 


Involucrin 


IPB002360C 15.36 3.06e-14 206-247 


2169 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
IPB002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
IPB002360C 15.36 2.50e-09 214-255 


2169 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 
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IPB002360C 15.36 5.70e-09 212-253 
IPB002360C 15.36 6.10e~09 188-229 


L loy 


TPRf) 0,77^1 

irouUj /jj 


"Bxonuclease VII, large subunit" 


IrnU03753F 28.29 7.54e-09 181-231 
IPB002360C 15.36 8.80e-09 218-259 


9170 




Involucrin 


IrJt>0U2360C 15.36 3.06e-14 206-247 


2170 


PR00209 


Alpha/beta gliadin family signature II 


PR00209B 4.73 5.94e-12 226-244 
lrJ5002360C 15.36 5.93e-10 215-256 
IPB002360C 15.36 2.50e-09 195-236 
IrBU02360C 15.36 2.50e-09 214-255 


2170 


IPB001359 


Synapsin 


IPB001359H 22.58 5.19e-09 220-270 
IPB002360C 15.36 5.20e-09 203-244 

IDTSAAOOiCA/'t K 1/Z C *7A«. AA Til OC1 

IrrJUUzjoUU 13.30 j. /Ue~U9 212-233 
IPB002360C 15.36 6.10e-09 188-229 


2170 


IPB003753 


"Exonuclease VII, large subunit" 


IPB003753F 28.29 7.54e-09 181-231 

TDDnnn/TnP ir 1£ D on. r\(\ no OCA 

iroUUZjoUC 13.30 o.oOe-09 21o-259 


2172 


IPB000483 


Leucine rich repeat C-terminal 
domain 


IPB000483 11.18 5.50e-13 45-59 




UtdUUjUUO 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.83e-ll 69-106 


2175 


PR00457 


Animal haem peroxidase signature 

VTT 


PR00457G 14.17 4.48e-14 144-164 

QD AA A CJU 1 A OO C DC— H *N1f AAA 

rK0U4D /H 14.82 o.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2176 


PR00457 


Animal haem peroxidase signature 
VII 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


7177 
/.ill 


rKUU4 J / 


Animal haem peroxidase signature 

\/TF 
Vll 


Tin AA A E *~t j~\ 1 4 1 A Art 1 i 1 4 4 + a* A 

PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2179 


IPB002151 


Kinesin light chain repeat 


IPB002151B 14.23 8.01e-10 259-311 


2179 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421A 21.21 7.85e-09 62-81 


2180 


IPB003117 


Regulatory subunit of type II PKA R- 
subunit 


IPB003117C 17.01 1.00e-40 189-229 
IPB003117D 18.87 1.00e-40 240-280 
IPB003117G 17.45 8.50e-33 383-417 
IPB003117A 22.23 5.50e-26 66-98 
IPB003117E 18.84 5.85e-23 329-357 


2180 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595C 23.31 6.82e-21 363-388 


2180 


PR00103 


cAMP-dependent protein kinase 
signature II 


PR00103B 10.32 7.00e-l 8 215-229 
IPB000595B 15.72 7.50e-18 321-344 
IPB003117F 17.26 l.OOe- 17 365-379 
IPB000595B 15.72 4.43e-16 203-226 
PR00103A 9.07 7.75e-16 200-214 
IPB003117C 17.01 2.96e-15 307-347 
IPB003117D 18.87 4.14e-15 364-404 
PR00103E 12.91 5.91e-14 397-409 
PR00103D 10.18 2.93e-13 376-387 

TDI5AAACOC/*" 1 71 A 11 Tin *y/ZA 

PR00103C 13.28 1.84e-l 1 364-373 
PR00103D 10.18 2.98e-10 252-263 
IPB003117E 18.84 3.57e-10 199-227 
IPB003117E 18.84 5.43e-10 317-345 
IPB003117F 17.26 1.50e-09 241-255 
PR00103A 9.07 8.1 le-09 318-332 


2181 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478B 6.12 4.94e-09 49-58 


2182 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
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IPB000907F 21.29 1.00e-28 313-345 


2182 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2182 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 L39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB0009071 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3.37e-ll 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2183 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5.50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2183 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2183 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e-16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-l 5 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 1 1-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-l 2 57-76 
PR00467G 16.61 3.37e-l 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 


2184 


IPB000907 


Lipoxygenase 


IPB000907J 20.31 5. 50e-37 499-541 
IPB000907G 22.23 1.87e-34 346-388 
IPB000907F 21.29 1.00e-28 313-345 


2184 


PR00467 


Mammalian lipoxygenase signature 
VI 


PR00467F 12.25 9.41e-22 393-415 


2184 


PR00087 


Lipoxygenase signature III 


PR00087C 13.32 1.39e-21 348-368 
IPB000907C 16.09 7.17e-21 195-221 
IPB000907I 27.52 7.16e-19 438-491 
IPB000907E 15.16 9.21e-18 270-294 
PR00467D 17.16 9.57e-17 170-191 
IPB000907D 18.70 2.67e- 16 236-263 
PR00467E 9.17 1.16e-15 267-286 
PR00087A 20.06 3.52e-15 310-327 
PR00087B 13.69 5.1 le-15 328-345 
IPB000907B 14.10 2.50e-13 132-147 
PR00467A 8.38 3.29e-13 11-28 
IPB000907H 18.37 5.86e-13 409-425 
PR00467B 14.98 5.88e-12 57-76 
PR00467G 16.61 3. 37e- 1 1 554-571 
IPB000907A 16.20 4.21e-10 94-103 
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2193 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 1.71e-31 3 /-/y 
IPB001774D 19.23 3.32e-2j oo-lzy 


2193 


PR00011 


Type III EGF-like signature IV 


PR00011D 12.12 4.57e-lz 
IPB001774C 18.25 2.15e-10 68-110 


2193 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 3.yue-lU iij-izd 
PR0001 IB 13.08 7.88e-10 39-57 


2193 


IPB000561 


EGF-like domain 


IPB000561 4.89 9.25e-10 46-54 


2193 


1PB001886 


Laminin N-terminal (Domain VI) 


IPB001886E 10.90 9.67e-10 44-60 


2193 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 6.21e-09 108-123 
PR0001 1A 14.05 6.88e-09 39-57 


2193 


IPB000034 


Laminin B 


IPB000034A 22.21 9.00e-09 96-131 


2193 


IPB001762 


Disintegrin 


IPB001762A 23.93 9.65e-09 126-166 


2195 


IPB000467 


Dl 1 1/G-patch domain 


IPB000467 8.65 1.00e-08 329-339 


2197 


IPB002467 


"Methionine aminopcptidase, 
subfamily 1" 


1PB002467C 17.56 2.29e-30 184-212 
IPB002467B 12.68 2.50e-23 158-179 


2197 


PR00599 


Methionine aminopeptidase-1 
signature II 


PR00599B 10.21 8.00e-17 188-204 
IPB002467D 14.78 5.50e-15 257-282 
PR00599A 11.84 9.63e-14 166-179 
IPB002467F 18.38 1.58e-l 2 315-345 
IPB002467E 11.05 7.75e-12 290-302 
PR00599D 14.43 5.03e- 10 288-300 
IPB002467A 15.75 2.87e-09 130-147 


2197 


IPB001131 


Proline dipeptidase 


PB001131D 11.56 5.18e-09 290-303 
IPB001131B 18.96 8.10e-09 188-209 


2198 


IPB002889 


WSC domain 


IPB002889B 11.76 1.88e-12 366-412 
IPB002889B 11.76 3.54e-ll 365-411 
IPB002889B 11.76 4.96e-10 367-413 
IPB002889B 11.76 6.84e-10 363-409 
IPB002889B 1 1.76 7. 13e-10 362-408 
IPB002889B 1 1.76 4. 19e-09 357-403 


2198 


IPB003351 


Dishevelled specific domain 


IPB003351C 13.82 4.49e-09 372-411 
IPB002889B 1 1.76 4. 56e-09 353-399 
IPB002889B 11,76 7.00e-09 355-401 
IPB002889C 9.89 8.52e-09 367-388 


2199 


PR00918 


Calicivirus non-structural polyprotein 
family signature I 


PR00918A 13.81 5.85e-ll 192-212 


2199 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.71e-09 197-212 


2199 


PR01102 


5-hydroxytryptamine 6 receptor 
signature XIII 


PR01102M 11.13 6.71e-09 1013-1035 


2199 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 7.71e-09 1021-1035 


2200 


IPB001478 


PDZ domain (also known as DHR or 
GLGF) 


IPB001478A 11.55 5.09e-09 61-71 
IPB001478B 6.12 1.00e-08 79-88 


2202 


PR01286 


Orphan nuclear receptor NOR1 
signature V 


PR01286E 5.27 9.26e-09 322-343 


2203 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-15 546-569 


2203 


1PB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2203 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


TT3"Dr\flft1 Q ft£ O fiQp>-1d 196-141 
lripUUUlDZ o.ou Z.07C"1H izo-iti 


2203 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
1PB0O1881B 12.28 4.75e-13 126-137 


2203 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 l.OOe- 12 428-440 


2203 


PR00020 


MAM domain signature I 


PR00020A 20.48 2.88e-ll 426-444 
IPB0O0998C 18.63 5.30e-ll 483-498 
1PB001881B 12.28 8.58e-ll 253-264 
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2203 


PR00907 


Thrombomodulin signature II 


PR00907B 1 1.50 2.44e-10 160-176 n 


2203 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 1 


2203 


IPB000033 


"Low-density lipoprotein (Idl) 
recentor YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2203 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 340-367 




IPR00^^67 


Thrnmhnsnondin tvoe 3 reocat 


IPB003367A 11.78 9.79e-09 175-195 


2204 


IPB000998 


MAM domain 


IPB000998D 18.66 1.96e-l5 546-569 


2204 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.77e-15 253-272 


2204 


lrDUUUlDz 


Aspamc acia anu abpuntgine 
nyuroAyi«iiiuii aiic 


IPB000152 8 86 2 89e-14 126-141 




lr dW i oo i 


fal^nm KinHintr PfTP-lilrp HfYmain 

VsCUvlUIIl-l/lIllLlllg X-»VJX XIIVC UUl J la 1 1 1 


IPB001881B 12.28 5.00e-14 208-219 
IPB000152 8.86 1.00e-13 253-268 
IPB000152 8.86 1.82e-13 208-223 
IPB001881B 12.28 4/75e-13 126-137 




TPR001774 


T")p1ta serrate lipand 


IPB001774C 18.25 9.13e-13 88-130 
IPB000998B 17.20 l.OOe- 12 428-440 




PR 00020 


MAM domain signature I 


PR00020A 20.48 2.88e-l 1 426-444 
IPB000998C 18.63 5.30e-ll 483-498 
IPB001881B 12.28 8.58e-ll 253-264 


9904 


PR0OQO7 


Thrombomodulin signature II 


PR00907B 11.50 2.44e-10 160-176 


9904 


IPB000561 


EGF-like domain 


IPB000561 4.89 3.25e-10 97-105 


2204 


1PB000033 


"Low-density lipoprotein (ldl) 
receptor, YWTD repeat" 


IPB000033B 7.05 5.35e-10 258-268 
IPB000033B 7.05 5.97e-09 213-223 


2204 


IPB000167 


Dehydrin 


IPB000167A 8.58 7.14e-09 340-367 




TPP00^^67 


XfimmVirwnrmHiTi tvne reneat 

1 111 UlXlUUdjJV/XlUXtl lyJJw tJ ivpvai 


IPB003367A 11.78 9.79e-09 175-195 




TPR007RQ^ 


yYMn 7inr fin<rpr f7nFi domain 


IPB002893 16.28 432e-17 663-681 




TPROO 1 664 


TntprmpHiatp filampnt nroteins 

XlllCllliGUXalC XJlaJUwii pi wtv/iiio 


IPB001664B 17.44 6.20e-09 569-608 


2205 


IPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.9 le-09 419-465 


9906 


TPT*00?RQ^ 
Lr JOUUZOyj 


MYNTj 7inr fineer fZnFi domain 


IPB002893 16.28 4.52e-17 663-681 


9906 


TPR001664 

JX D\i\J 1 UW 


Intermediate filament oroteins 


IPB001664B 17.44 6.20e-09 569-608 


2206 


LPB002889 


WSC domain 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9. 9 le-09 419-465 


2207 


LPB002893 


MYND zinc finger (ZnF) domain 


IPB002893 16.28 4.52e-17 663-681 


0*707 


TT»P0ni664 


TntprmpHiatp filampnt nrotpin*; 


IPB001664B 17.44 6.20e-09 569-608 


ZZU/ 




VV Ov uuillaiii 


IPB002889B 11.76 6.34e-09 488-534 
IPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.9 le-09 419-465 


990S 
ZZvo 


TPR009RQ'* 


MYND 7i"nc fin&er (ZnFi domain 


IPB002893 16.28 4.52e-17 663-681 


2208 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 6.20e-09 569-608 


ZZUo 


TPR009RRQ 


VV 0\_/ UUl 11 dill 


IPB002889B 11.76 6.34e-09 488-534 
EPB002889C 9.89 8.12e-09 437-458 
IPB002889B 11.76 9.91e-09 419-465 


9910 

ZZ IV/ 




Calici virus non-structural polyprotein 
family signature I 


PR00918A 13.81 5.85e-ll 88-108 


2210 


PR00364 


Disease resistance protein signature I 


PR00364A 8.29 4.71e-09 93-108 


2211 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 19-59 


2211 


PR00289 


Disintegrin signature 1 


PR00289A 14.29 I.16e-14 35-54 
IPB001762B 10.06 3.40e- 12 66-76 


2211 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 238-280 
PR00289B 1 1.74 3.80e-09 64-76 


2211 


1PB003306 


W1F domain 


IPB003306E 25.5 1 7.40e-09 215-260 j 


2212 


IPB000159 


RA domain 


IPB000159A 11.28 7.60e-10 115-124 


2212 


IPB001359 


Synapsin 


IPB001359H 22.58 5.89e-09 108-158 


2213 


PR00308 


Type I antifreeze protein signature HI 


PR00308C2.79 l.OOe- 11 729-738 
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2213 


IPB000906 


ZU5 domain 


IPB000906E 22.11 5.55e-ll 256-296 


2213 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 6.46e-ll 259-271 
IPB000906D 23.89 6.59e-ll 324-378 
PR01415A 12.73 7.1 le-11 192-204 
PR01415A 12.73 7.43e-ll 160-172 
PR00308B 3.38 9.53e-ll 729-740 
PR00308A 3.72 5.l9e-10 726-740 
IrBOUUyUoh 35.93 J.o5e-10 202-255 


2213 


PR015U 


Kvl.4 voltage-gated K+ channel 
signature IV 


PR0151 ID 3.91 9.26e-10 727-737 

nnni /tl CTJ in *yy c DO- An ni too 

PR01413B 10.23 5.88e-09 271-283 

IPB000906G 25.85 6.69e-09 338-386 
ipnftftnon/? a oo aq h a no i oc 007 

PR00308A 3.72 9.1 le-09 727-741 
tkuu jUo^ z. /y y.04e-uy /z /- / jo 


2214 


IPB000471 


"Interferon alpha, beta and delta 
tamiljr 


IPB000471 A 27.36 2.86e-34 56-109 


2214 


PR00266 


Interferon alpha and beta subunit 
signature I 


PR00266A 13.41 9.59e- 14 78-90 


2219 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 290-307 


2219 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 
pp n/vd/Kr* 1 s n^» 7 ^o_fio 111 117 

rI\.UU4vjU 15.UJ Z.J jQ-\jy j L 1-oJZ 


2220 


PR00405 


HTV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 290-307 

PPHft/in<A 1Q Q"3 A QO«a_1/tO*71 OOft 

i*kuu4U!>a io.o3 4.oye-i4 z / i-zyu 


2220 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-l 1 419-431 

rKUU4UDC> 1 0.1/3 Z.Dje-Uy 31 1-33Z 


2221 


PR00405 


HIV Rev interacting protein 
signature II 


PR00405B 10.10 2.93e-17 290-307 

PPAft/IAC A 19 CI A QQj» 1 A 771 7 OA 

rKUU4UDA io.oj 4.oye-i4 z/i-zyu 


2221 


PROM 15 


Ankyrin repeat signature I 


nnni /MCA 1 O T3 1 i i A 1 Q All 

rKU14lDA 1Z./3 1.3Ze-ll 41J/-431 
JrKvU4UDV-/ io.UD Z.DDe-Uy 311-33Z 


ZZZZ 


PPAA/lftC 

rKUU4lD 


: : : 

HIV Rev interacting protein 

signature II 


PDnndnro i ft in 9 <y\r> 1 7 9Qftj*n7 
PPOftdftSA 1 R 5tt 4. RQ<*_1 4 971-900 


2222 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.32e-ll 419-431 
PRnn/in^p 18 OS ? S^^-00 11 1-H9 


ZZZj 


TPP2nft9R7n 


ixcproiysui loimiy propcpuac 


EPB002870E 11.90 3.37e-16 23-35 


2223 


IPB000130 


"Neutral zinc raetallopeptidases, 
zinc-binding region" 


IPB000130 5.86 1.86e-09 21-31 


2223 


PR00480 


Astacin family signature II 


PR00480B 14.35 3.45e-09 16-34 


2224 


1PB000329 


Uteroglobin family 


IPB000329A 11.99 3.57e-10 1-16 


2224 


PR00486 


Uteroglobin signature I 


PR00486A 6.53 9.03e-09 2-16 


2225 


IPB001073 


Complement Clq protein 


IPB001073A 22.14 6.55e-13 67-101 


2228 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.09e-ll H-48 


2229 


IPB001759 


Pentaxin family 


IPB001759D 18.25 4.67e-33 471-509 


2229 


PR00895 


Pentaxin signature V 


PR00895E 12.84 4.19e-18 479-498 

T>T}AAQACrX 1/ A OQ- 1 7 /1CQ./170 

PR00895C 12.82 3.18e-17 432-450 
IPB001759C 13.49 4.30e-17 432-450 
IPB001759A 29.51 1.82e-14 175-209 
PR00895A 14.28 8.83e-13 366-380 
IPB001759E 18.14 5.34e-ll 521-535 ! 
PR00895F 15.89 9.50e-l 1 498-512 


2229 


1PB002751 


Cobalamin synthesis CB1M 


IPB002751C 15.32 1.00e-08 50-79 


2235 


1PB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.7Ie-ll 73-98 


2239 


IPB000917 


Sulfatase 


IPB000917B 9.25 6.40e-13 103-113 
IPB000917A 9.52 5.26e-10 59-70 
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2240 


IPB000834 


"Zinc carboxypeptidases, 
carboxypeptidase A metalloprotease 
(M14) family" 


IPB000834B 13.51 2.50e-17 37-51 


2240 


PR00765 


(~!arhr>Yvr>pntirtacf» A mf»tn11nnmt*»Qef» 
v_^U l/UA _ypt;jJLiucil>C /i HICUtliUpiULCooC 

(M14) family signature II 


PP00765R Id AS 1 10^-1 5 11 An 

IPB000834C 17.20 2.80e-15 106-122 
IPB000834D 18.95 4.72e-12 133-159 
PR00765C 10.88 1.82e-10 113-121 


2241 


IPB000834 


"Zinc carboxvnentiHa^pQ 
carboxypeptidase A metalloprotease 
(M14) family" 


TPRft0flftt4P 1^519 Snp 17 17 <v 


2241 


PR00765 


Carboxypeptidase A metalloprotease 
(M14) family signature II 


PR00765B 14.48 1.39e-15 33-47 
IPB000834C 17.20 2.80e-15 106-122 
IPB000834D 1 8 95 4 79p-1 9 1 SO 
PR00765C 10 88 1 82e-10 111-121 


2242 


IPB002871 


NifU-like N terminal domain 


IPB002871C 16.51 1.60e-33 81-113 
IPB002871D 14 11 6 87e-21 131 -15^ 
IPB002871A 14.39 2.17e-17 35-50 
IPB002871B 12.43 6.79e-14 62-74 


2244 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 8.29e-ll 97-122 


2244 


PR00048 


C2H2-type zinc finger signature II 


PR00048B 5.52 9.50e~09 110-119 


2245 


IPB003527 


MAP kinase 


EPB003527D 21 53 5 58e-23 214-255 
IPB003527G 17.26 8.24e-22 314-351 
IPB003527C 14 70 3 05e-19 153-201 


2245 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 5.50e-17 161-201 


2245 


IPB000959 


POLO box duplicated region 


IPB000959B 15 68 7 19e-17 145-185 
IPB001245B 21.68 1.39e-15 221-259 


2245 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 3.92e-14 156-186 


2245 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095C 13.36 7.91e-13 75-111 
1PB003527A 17.00 6.14e-12 55-80 


2245 


1PB000861 


PKN/rhoDhilin/rhotekin rho-bindinp 
repeat 


TPR000861Ct 1 3 7^ 7 44*»-19 991-979 


2245 


DPB000961 


Protein kinase C-term trial domain 


TPRfiOOQfiin 91 9^ 5 01ft-11 917-958 

IPB003527B 11.51 9.15e-ll 127-145 


2245 


PR00109 


Tvrosine kinase catalvtic domain 
signature II 


PR00109R 1 1 07 9 10p-10 1fi8_1 86 
IPB000961C 15.48 8.83e-09 168-202 


2248 


IPB001073 


Complement Clq protein 


IPB001073B 20.88 7.26e-29 42-76 


2248 


PR00007 


f^nmnlprnfrii" {"MO Hnmsifn citmafiiTv T 
^-/Uiiijjicilicill I \£ UUUlalil aigllalUlC 1 


PPflflflfl7A 90 6A £ Sil*» 9fi 1^ £1 

x isx/\j\j\) / j\ zu.o^r o.j*fe-zu jj-oi 
PR00007C 16.13 2.62e-15 110-131 
IPB001073C 13 07 1 87e-14 1 10-129 
PR00007B 15 63 3 13e-14 62-81 

*■ XWVW / X^ 1 */ . V/~/ J.XJw 1 ~ VJi. V X 


2250 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


EPB003006B 20 23 4 24e-10 325-362 


2251 


IPB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20 83 7 84e-30 1097-1132 

XI 1/UW X U V_/ LU.UJ / , v>T& JV 1 V/^ / XX JXr 

IPB001895D 18 68 1 00e-20 1194-1217 


2251 


IPB001331 


Guanine-nucleotide dissociation 
stimulators CDC24 family 


IPB001331C 16.09 1.00e-18 397-422 
IPB001895B 16.80 3.10e-15 1025-1045 
IPB001331B 19.33 7.00e-09 346-361 


2253 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D 2.13 3.91e-09 202-226 


2253 


PR00169 


Potassium channel signature I 


PR00169A 17.48 5.50e-09 68-87 


2253 


IPB002360 


Involucrin 


IPB002360C 15.36 9.10e-09 198-239 


2253 


PR01083 


Lymphocyte-specific protein 
signature I 


PR01083A 8.60 9.61e-09 214-237 


2258 


1PB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 23-39 


2258 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 


2261 


IPB000135 


High mobility group proteins HMG1 
and HMG2 


IPB000135D2.13 5.91e-ll 889-913 
IPB000135D2.13 7.44e-ll 897-921 
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IPB000135D2.13 7.85e-ll 899-923 
IPB000135D 2.13 3.05e-10 895-919 
IPB000135D 2.13 5.11e-10 893-917 
IPB000135D 2.13 8.14e-10 900-924 
IPB000135D 2.13 2.27e-09 888-912 
IPB000135D 2.13 2.27e-09 894-918 
IPB000135D 2.13 2.36e-09 892-916 


2261 


PR00806 


Vinculin signature IV 


PR00806D 11.95 3.78e-09 577-592 
IPB000135D 2.13 3.91e-09 886-910 
IPB000135D 2.13 4.45e-09 901-925 
IPB000135D 2.13 6.36e-09 896-920 
IPB000135D 2.13 7.00e-09 891-915 
IPB000135D 2.13 7.18e-09 898-922 
IPB000135D 2.13 9.27e-09 932-956 


2262 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 6.43e-17 577-601 
IPB000135D 2.13 9.71e-l7 576-600 
IPB000135D 2.13 4.90e-16 580-604 
IPB000135D 2.13 8.66e-16 578-602 
EPB000135D2.13 1.13e-15 581-605 
IPB000135D 2.13 7.30e-15 579-603 
IPB000135D 2.13 7.45e-14 582-606 
IPB000135D 2.13 3.08e-13 575-599 
IPB000135D 2 13 8 50r-13 ^R4-fiOR 
IPB000135D2.13 8.62e-13 583-607 
IPB000135D 2.13 9.08e-13 571-595 
IPB000135D 2 13 9 88e-13 586-610 
IPB000135D 2.13 1.65e-12 574-598 
IPB000135D 2.13 4.36e-12 572-596 
IPB000135D 2.13 8.70e-12 585-609 
IPB000135D 2.13 8.36e-ll 587-611 
IPB000135D 2.13 8.67e-ll 573-597 
IPB000135D 2.13 4.42e-10 567-591 
IPB000135D 2.13 3.27e-09 57l>594 


2262 


IPB000637 


HMG-I and HMG-Y DNA-binding 
domain (A+T-hook) 


IPB000637B 14.21 4.27e-09 576-594 
IPB000135D 2.13 4.45e-09 569-593 
IPB000637B 14.21 5.09e-09 585-603 


2262 


EPB003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 5.45e-09 577-604 
IPB000135D 2.13 7.18e-09 568-592 


2262 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422C 16.82 8.54e-09 575-610 


2262 


IPB001580 


Calreticulin family 


IPB001580F 2.93 9.10e-09 590-599 


2265 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 8.71e-12 148-185 
IPB003006B 20.23 9.14e-12 441-478 
IPB003006B 20.23 1.00e-ll 248-285 


2265 


PR01536 


Interleukin-1 receptor type I and type 
II family signature III 


PR01536C 19.92 9.23e-ll 547-570 
IPB003006B 20.23 6.40e-10 54-91 
IPB003006B 20.23 9.64e-10 540-577 
IPB003006B 20.23 8.62e-09 346-383 
PR01536C 19.92 9.19e-09 155-178 


2266 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 6.89e-09 716-751 


2269 


IPB002048 


EF-hand family 


IPB002048 7.91 2.29e-l 1 178-190 


2269 


PR00450 


Recoverin family signature III 


PR00450C 1 1.99 1.58e-09 64-85 
IPB002048 7.91 8.58e-09 105-117 


2270 


IPB003846 


Uncharacterized protein family 
UPF0061 


IPB003846E 18.41 1.00e-40 132-170 
IPB003846E 18.41 1.00e-40 51 1-549 
IPB003846F 24.67 9.36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
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IPB003846G 13.31 5.09e-09 643-653 


ZZ/ 1 


lr D\J\JJO t r\> 


uncnaracicnzeu pruicin iamiiy 
UPF0061 


TPR003R46F 18 41 1 00e-40 132-170 
IPB003846E 18.41 l.OOe-40 511-549 
IPB003846F 24 67 9 36e-31 171-206 
IPB003846F 24.67 9.36e-31 550-585 
IPB003846C 15.01 4.05e-28 8-51 
IPB003846G 13.31 5.09e-09 264-274 
IPB003846G 13.31 5.09e-09 643-653 


2272 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VI 


PR00237F 14.34 1.67e-13 51-75 
PR00237G 19.23 4.00e-13 89-115 


2272 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276B 4.97 6.62e-13 1-12 
IPB000276D 9.40 4.52e-10 99-115 


2273 


PR00019 


Leucine-rich repeat signature I 


PR00019A 1 1.72 2.80e-13 89-102 
PR00019B 11.42 6.33e-10 86-99 


2274 


1PB000873 


AMP-dependent synthetase and 
ligase 


IPB000873A 1 1.08 6.06e-14 26-41 


2275 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2276 


IPB000595 


Cyclic nucleotide-binding domain 


IPB000595B 15.72 6.40e-ll 136-159 


2281 


IPB003452 


Stem cell factor 


IPB003452C 13.68 8.56e-37 207-240 


2281 


IPBO0O808 


Mrp family 


1PB000808A 23.51 l.lle-12 16-60 


0021 






IPB003348A 20 06 6 60e-ll 21-58 


2282 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20 09 6 67e-16 1 13-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


Zzoz 




caonenn domain 


TPR002126A 14 68 6 09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2283 


PR00205 


Cadherin signature VI 


PR00205F 19.57 3.37e-17 55-81 
PR00205B 20.09 6.67e-16 1 13-142 
PR00205F 19.57 6.70e-13 166-192 
PR00205E 10.82 2.17e-10 111-124 


2283 


IPB002126 


Cadherin domain 


IPB002126A 14.68 6.09e-10 170-186 
PR00205A 17.38 3.12e-09 159-178 


2286 


IPB002027 


Amino acid permease 


IPB002027D 22.00 4.13e-25 248-287 
IPB002027C 19.67 2.74e-22 167-205 
IPB002027B 12.67 7.97e-12 103-122 


2287 

■ 




Fonnate-tetrahydrofolate ligase 


TPRnnOS^OP 1 % 0*5 1 00e-40 195-444 
IPB000559F 12.78 l.OOe-40 595-645 
IPB000559G 15.54 l.OOe-40 649-697 
TPROOOSSQD 22 27 4 33e-37 496-536 
IPB000559E 17.08 7.39e-36 537-578 
IPB000559K 15.77 8.96e-35 875-910 
IPB000559B 12.60 2.88e-32 355-383 
IPB000559J 17.25 5.94e-32 842-874 
IPB000559H 20.31 2.72e-26 712-752 
IPB000559A 24.17 6.11e-25 310-354 
IPB000559I 15.05 6.35e-18 798-822 


2287 


PR00085 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 
family signature III 


PR00085C 13.81 5.70e-14 112-133 
PR00085B 16.65 1.23e-09 79-106 


2287 


IPB000672 


Tetrahydrofolate 
dehydrogenase/cyclohydrolase 


IPB000672C 28.03 6.83e-09 153-200 


2288 


1PB000560 


Histidine acid phosphatase 


IPB000560 17.02 7.86e-ll 391-413 


2290 


PR00390 


Phospholipase C signature I 


PR00390A 14.24 6.34e-202-20 


2292 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 5.26e-17 183-199 
PR00245E 8.96 2.73e-13 290-301 
PR00245B 13.73 1.39e-12 136-148 
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PR00245D 9.34 8.33e-ll 243-252 


2292 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 1.47e-10 125-136 
PR00245A 10.98 8.80e-10 99-110 
IPB000276D 9.40 9.61e-10 289-305 


2292 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 5.50e-09 62-73 


2292 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5 J0e-09 58-70 


2292 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.16e-09 66-87 
PR00237E 13.03 8.20e-09 206-229 


2292 


IPB003211 


AmiS/Urel family transporter 


IPB003211A 15.05 9.43e-09 35-74 


2293 


IPB003367 


Thrombospondin type 3 repeat 


IPB003367E 16.82 l.OOe-40 35-82 
IPB003367F 16.21 l.OOe-40 93-142 
IPB003367G 17.08 l.OOe-40 143-184 
IPB003367H 15.25 l.OOe-40 185-217 
IPB003367J 18.60 l.OOe-40 247-288 
IPB003367L 21.71 l.OOe-40 313-364 
IPB003367I 12.15 3. 14e-37 218-246 
IPB003367K 16.35 9.10e-30 289-312 
IPB003367F 16.21 5.83e-21 53-102 
IPB003367C 20.73 1.54e-19 38-88 

TD'Rnna , 3/C7r* 10 41 Q AAe> 1Q <1 OK 

TPRnn^^TTl 18 41 K *\Kf> 17 1^ S7 
irD\J\J j 30 / D l0.*ri j.jDG-L/ LD-D / 

IPB003367D 18.41 1.48e-14 93-135 
IPB003367F 16.21 2.74e-14 15-64 
IPB003367C 20.73 9.27e-13 78-128 
TPRfifm^TF 16 89 9 89f»-19 19-SQ 
TPROO'ttfiTF 16 82 4 9Re-12 75-122 
IPB003367C 20.73 5.96e-ll 23-73 
IPB003367C 20.73 2.38e-10 101-151 
IPB003367C 20.73 6.35e-10 61-111 
IPB003367E 16.82 8.88e-10 73-120 


L2.y*\ 




Troponin 


TPRfift1Q78A 18 18 8 8Qr-0Q 1 07-1 ^7 


2295 


IPB000109 


PTR peptide transporters (PTR2) 


IPB000109D 25.09 6.67e-32 434-481 
IPB000109B 29.23 4.18e-23 46-98 
IPB000109A 10.85 3.79e-15 23-41 
TPRftOnifiQP 8 91 7 00e-14 174-186 


2295 


PR01471 


Histamine H3 receptor signature II 


PR01471B 12.38 9.63e-093-21 


2297 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 9.18e-21 113-138 
IPB000822 14.67 9.31e-18 29-54 
IPB000822 14.67 9.31e-18 141-166 
IPB000822 14.67 5.20e-16 57-82 


2297 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 4.46e-14 138-151 

1PJ*flftfi899 14 67 1 50p_1^ 1-9fi 
PT?ftft048A 9 Q4 S 76e-19 110-12^ 
PR00048A 9 94 1 00e-ll 26-39 


2297 


IPB001275 


DM DNA binding domain 


IPB001275 19.17 4.21e-ll 17-56 
PR00048A 9.94 4.79e-ll 54-67 
IPB001275 19.17 2.22e-10 73-112 
PR00048B 5.52 5.50e-10 126-135 
IPB001275 19.17 9.15e-10 45-84 
PR00048A 9.94 1.38e-09 82-95 


2297 


IPB001222 


TFIIS zinc ribbon domain 


IPB001222 24.63 5.69e-09 1-37 
IPB001222 24.63 9.49e-09 29-65 


2299 


IPB003137 


Protease associated (PA) domain 


IPB003 137 22.40 2.50e-19 188-218 


2303 


IPB000433 


ZZ Zinc finger 


IPB000433 14.10 8.20e-18 23-39 


2303 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.86e-10 82-107 
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2306 


IPB001039 


"Major histocompatibility complex 
protein, Class I" 


IPB001039A 17.17 1.00e-40 22-75 
IPB001039B 27.55 1.00e-40 103-154 
IPB001039C 19.82 l.OOe-40 184-237 
IPB001039D 16.49 1.00e-40 262-316 


2306 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-29 268-305 
IPB003006A 17.51 6.14e-20 231-253 


2306 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


1PB000353B 19.16 9.87e-14 210-259 


2306 


IPB003363 


Glycoprotein GG/GX 


IPB003363E 13.35 2.94e-ll 315-347 
IPB000353C 20.11 4.68e-10 261-315 


2312 


IPB001359 


Synapsin 


IPB001359H 22.58 5.54e-09 98-148 


2312 


IPB003403 


Herpesvirus immediate early protein 


IPB003403A 21.25 6.18e-09 130-152 


2313 


PRO 13 82 


Claudin-9 signature IV 


PR01382D 12.38 1.1 le-16 205-217 


2313 


1PB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 2.96e-16 164-191 
IPB000729C 37.83 7.91e-16 84-136 
PR01382A 12.00 1.17e-15 41-51 


2313 


PR01077 


Claudin signature III 


PR01077C 13.60 1.47e-14 67-77 1 
PR01382C5.67 5.14e-13 194-203 
PR01382B 7.06 1.12e-12 95-104 
PR01077B 14.12 1.00e-10 53-59 
PR01077D 11.20 4.00e-10 150-156 
PR01077A 9.72 8.16e-09 25-34 


2317 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245A 22.45 7.60e-28 129-169 


2317 


IPB001772 


Kinase associated domain 1 


IPB001772C 20.66 9.25e-24 124-154 


2317 


IPB000961 


Protein kinase C-terminal domain 


IPB000961C 15.48 2.13e-22 136-170 
IPB001772D 21.67 4.55e-17 196-235 


2317 


IPB000959 


POLO box duplicated region 


IPB000959B 15.68 8.60e-17 113-153 


2317 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095E 17.62 9.03e-17 137-182 






MAP Innate 


IPB003527C 14.70 1.95e-16 121-169 


2317 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861F 16.50 1.55e-15 130-184 


2317 


IPB000494 


"Epidermal growth-factor receptor 
(EGFR), L domain" 


IPB000494C 24.40 7.35e-14 123-169 
IPB000959D 27.01 5.95e~13 236-288 
IPB000961D 21.23 7.19e-13 185-226 
IPB001245B 21.68 8.96e-13 189-227 
IPB001772E 24.88 8.96e-12 243-282 
IPB003527A 17.00 7.85e-ll 28-53 
IPB001772A 13.64 2.29e-10 19-50 
IPB003527G 17.26 1.30e-09 255-292 


2317 


PR00109 


Tyrosine kinase catalytic domain 
signature II 


PR00109B 11.07 4.23e-09 136-154 
IPB003527D 21.53 4.60e-09 182-223 


2318 


PR01254 


Prostaglandin D synthase signature I 


PR01254A 12.32 3.37e-29 51-74 
PR01254D 13.80 7.97e-27 129-152 
PR01254C 10.60 4.68e-22 94-1 12 
PR01254F 10.08 7.58e-21 182-200 
PR01254E 14.07 1.00e-18 165-179 


2318 


PR00179 


Lipocalin signature II 


PR00179B 7.67 5.26e-13 140-152 
PR00179C 17.26 3.84e-12 168-183 
PR01254B 12.05 9.04e-12 77-87 


2318 


PR01275 


Neutrophil gelatinase lipocalin 
signature V 


PR01275E 6.38 1.72e-10 135-153 
PR00179A 13.97 3.25e-10 57-69 


2318 


PR01215 


Alpha-l-microglobulin signature IV 


PR01215D 12.88 9.78e-10 131-150 


2318 


IPB000566 


Lipocalin and cytosolic fatty-acid 
binding protein 


IPB000566B 8.91 1.47e-09 140-150 


2318 


PR01174 


Retinol binding protein signature VI 


PR0U74F 11.76 3.96e-09 139-155 


2318 


PR01273 


Invertebrate colouration protein 
signature IV 


PR01273D 11.48 4.41e-09 140-154 
PR01275B 9.02 8.57e-09 59-69 
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2320 


IPB001464 


Annexin family 


IPB001464D 25.42 1.00e-40 177-231 
IPB001464B 28.31 1.90e-36 47-99 
EPB001464C 24.68 6.40e-30 110-149 


2320 


PR00196 


Annexin family signature IV 


PR00196D 21.41 3.81e-22 115-141 
PR00196C 9 01 9 67e-22 32-53 
PR00196E 9.70 5.22e-21 195-215 


2320 


PR00201 


Annexin type V signature VII 


PR00201G 12.46 1.63e-20 195-221 


9390 
ZjZU 


ppnniQO 


Atin^vir* f"\rr>f» Til ei cm Citlirp \T\ 
XVllIlwUll lypC III MgllaLUIG VI 


PR00199F 15 67 5 10e-18 1 15-141 
IPB001464B 28.31 3.86e-17 131-183 
PR00196C 9.01 5.70e-17 191-212 


LdlXj 


rKUUZUU 


Annexin type l v signature v u 


ppoo9oon o 90 7 67p-i7 i<h~991 
IPB001464D 25.42 8.71e-17 18-72 
PR00199D 4.74 9.87e-17 191-212 
PR00199G 9.85 4.45e-16 196-221 
PR00196B 11.03 9.31e-16 5-21 


2320 


PR00197 


Annexin type I signature IV 


PR00197D7.59 1.73e-15 32-53 
PR00199D 4.74 2.17e-15 32-53 

TPR0014/v4A 31 17 3 R3p-1 ^ 47-101 

11 D\J\J lH\JHjt\ J 1. 1 / J.OJC'IJ *r/"lUl 


2320 


PR00198 


Annexin type II signature IV 


PR00198D 7.41 3.89e-15 32-53 
PR00197F9.40 6.80e-15 195-215 
PR00200E 8.88 9.02e-15 32-53 


Z5Z\J 


rKUU/lU 


Annexin type VI signature VLT 


PP00909O R 03 Q 04p 1^ 10^-991 1 

PR00197D 7.59 1.00e-14 191-212 
TPR0014/^4A 31 17 1 RSe-14 131-1 RS 

PR00198D 7.41 2.38e~14 191-212 
PR00198G 7.70 3.44e-13 195-215 
PR00201D 8.61 3.51e-13 32-53 
PR00200F 14.58 3.53e-13 115-141 P 


2321 


IPB000175 


Sodium:neurotransmitter syraporter 
family 


IPB000175C 15.09 1.00e-40 56-107 
1PB000175D 23.45 1.00e-40 122-174 

TPR000175F 95 £3 4 50p 3R 310-340 
TP13000175F 91 RR 5 OSp-3^ 915-954 


2.3 LY 


pp nni 7A 

rKUUi /O 


— Tui — ^ Z 

Souiunvcnlonde neurotransmitter 

ayilipUf ICI olgllalul v V 


PR00176F11 14 9 00p-94 1fi5-1 R5 
PR00176G 13 19 3 77e-99 301-391 


iyi\ 


PR01195 


GAT-1 GAB A neurotransmitter 

froncnnrfpr citmntiirf* TT 

U <Xlli>pUI LCI OlgliOXUl C 11 


PR01 195B 13.58 6.60e-22 38-55 
PR01 195D 9 00 3 75e-21 426-443 
PR00176F 11.11 1.36e-l 9 219-238 
IPB000175G 16.18 5.13e-19 371-393 
PR00176D 8.96 6.48e-18 83-100 
PR00176H 15.94 7.63e-18 341-361 
PR01195C 15.62 1.14e-13 191-200 


2323 


IPB001863 


Glypican 


IPB001863A 13.95 5.03e-15 56-71 


2323 


PR00436 


Interleukin-8 signature I 


PR00436A 15.20 7.91e-10 1-24 


2328 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2328 


IPB001134 


"Netrin C-terminus" 

11 vu Ulj V/ 111111140 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K 8.15 1.46e-10 29-40 


2329 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2329 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e- 10 29-40 


2330 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2330 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2331 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2331 


1PB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K8.15 1.46e-10 29-40 


2332 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2332 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
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IPB001599K8.15 1.46c- 10 29-40 


2334 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.37e-ll 7-17 


2334 


IPB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 5.50e-10 2-17 


2334 


IPB000033 


"Low-density lipoprotein (Idl) 


IPB000033B 7.05 8.26e-10 7-17 


2335 


1PB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 7.16e-09 62-96 


2336 


PR00014 


Fibronectin type III repeat signature 
IV 


PR00014D 15.12 5.74e-10 215-229 


2339 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 

IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 






^*ysunc-iuioi uurnoin 


TPROOfl^SOR 10 ?fi 0 S7p-1 ^ 4^-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2339 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
TPRfl01?71 10 07 0 5Qf*-19 18-6fi 
TPR002494B 10 58 1 28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-l 1 75-108 


2339 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
1PB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
TPR000006 13 41 8 00e-l 1 89-134 
IPB002494A 12.44 8.18e-ll 65-98 
IPB002494C 14.46 1.61e-10 102- 


2339 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1. 5 6e-09 70-110 


2339 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
TPR0094Q4A 19 44 ^ 11p-0Q 60-91 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2340 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
TPR009494C 14 46 Q 4fie-96 QVHfi 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-1 16 
IPB002494C 14.46 2.73e-22 98-1 


2340 


IPB000359 


Cystine-knot domain 


IPB000359B 19.26 9.57e-13 43-61 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2340 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
IPB001271 19.97 9.59e- 12 38-66 
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IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-l 1 75-108 


2340 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-U 122-140 
LPB000006 13.41 8.00e-ll 89-134 
IPB002494A 12.44 8.18e-l 1 65-98 
1PB002494C 14.46 1.61e-10 102- 


2340 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-1 10 


2340 


IPB001762 


Disintegrin 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12 44 3 13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2341 


IPB002494 


"Keratin, high sulfur B2 protein" 


IPB002494C 14.46 8.36e-35 39-82 
IPB002494C 14.46 6.55e-31 83-126 
TPR00?494r 14 46 9 46e-26 93-136 
IPB002494C 14.46 4.84e-25 49-92 
IPB002494C 14.46 8.59e-24 44-87 
IPB002494C 14.46 9.38e-23 73-116 
IPB002494C 14.46 2.73e-22 98-1 


9^41 


rpRnnfY^Q 

LrDVJKjKJjjy 




TPROOfl^SQR 1 9 76 9 57e-H 43-61 ! 
IPB000359B 19.26 9.57e-13 87-105 
IPB002494A 12.44 1.56e-12 61-94 
IPB002494B 10.58 2.50e-12 70-84 
IPB002494B 10.58 2.50e-12 114-128 
IPB002494C 14.46 5.41e-12 53-96 


2341 


IPB001271 


Mammalian defensin 


IPB001271 19.97 7.95e-12 77-105 
TPR001971 19 97 9^96-12^8-66 
IPB002494B 10.58 1.28e-ll 45-59 
IPB002494B 10.58 1.28e-ll 89-103 
IPB002494A 12.44 4.00e-ll 75-108 


2341 


IPB000006 


"Vertebrate metallothionein, family 
1" 


IPB000006 13.41 4.10e-ll 85-130 
IPB001271 19.97 5.13e-ll 116-144 
IPB000006 13.41 6.80e-ll 59-104 
IPB000359B 19.26 7.48e-ll 122-140 
IPB000006 13 41 8 00e-ll 89-134 
IPB002494A 12.44 8.18e-ll 65-98 
IPB002494C 14.46 1.61e-10 102- 


2341 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 1.56e-09 70-1 10 


2341 


IPB001762 


Disinteprin 

X/lOllltv^i ill 


IPB001762A 23.93 1.88e-09 58-98 
IPB001271 19.97 2.15e-09 117-145 
IPB002494A 12.44 2.55e-09 81-114 
IPB002494A 12.44 3.13e-09 60-93 
IPB002494A 12.44 3.23e-09 47-80 
IPB002494A 12.44 3.23e-09 91-124 
IPB002494A 12.44 3.23e-09 96-1 


2342 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2343 


IPB000734 


Lipase 


IPB000734 10.25 8.12e-09 224-238 


2344 


PR01223 


Bride of sevenless protein signature 
VI 


PR01223F4.19 9.78e-ll 205-229 


2344 


PR00354 


7Fe ferredoxin signature III 


PR00354C 6.24 8.06e-09 260-277 


2345 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 8.04e-14 90-114 
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2345 


PR00356 


Type II antifreeze protein signature 

vn 


PR00356G 10.21 8. 15e-09 201-214 


2346 


TPB001304 


P-tvne lectin domain 


IPB001304A 17.98 8.04e-14 90-114 


2346 


PR00356 


Type II antifreeze protein signature 
VII 


PR00356G 10.21 8. 15e-09 201-214 


2347 


PR00245 


Olfactory receptor signature V 


PR00245E 8.96 5.15e-16 341-352 
PR00245E 8.96 5.15e-16 659-670 
PR00245B 13.73 3.77e-15 187-199 
PR00245C 14.65 2.73e-l 4 234-250 
PR00245C 14.65 8.27e-l 4 552-568 
PR00245D 9.34 2.59e-13 294-303 
PR00245D 9.34 2.59e-13 612-621 
PR00245B 13.73 1.39e-l 2 505-517 


2347 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 7.00e-12 176-187 
IPB000276A 11.56 7.00e-12 494-505 
PR00245A 10.98 8.77e- 12 468-479 
PR00245A 10.98 1.72e-ll 150-161 
IPB000276D 9.40 6.09e-10 340-356 


2347 


PR00237 


Rhodopsin-like GPCR superfamily 
signature II 


PR00237B 12.45 7.55e- 10 435-456 
IPB000276D 9.40 7.65e-10 658-674 
PR00237A9.81 1.84e-09 402-426 


2347 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 2.83e-09 109-121 
PR00534A 12.77 2.83e-09 427-439 
PR00237C 14.77 3.86e-09 162-184 
PR00237B 12.45 6.92e-09 117-138 
PR00237A 9.81 8.31e-09 84-108 


2348 


PR00346 


Tissue factor signature VIII 


PR00346H 10.74 8.18e-09 76-99 


2350 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2351 


PR00457 


Animal haem peroxidase signature 

vn 


PR00457G 14.17 4.48e-14 144-164 
PR00457H 14.82 5.85e-13 215-229 
PR00457F 14.42 6.32e-12 17-27 


2354 


IPB000623 


Shikimate kinase 


IPB000623A 19.06 6.27e-09 55-84 


2360 


IPB001841 


RING finger 


IPB001841 10.69 1.95e-09 159-168 


2372 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2373 


IPB000421 


Coagulation factor 5/8 type C 
domain (FA58C) 


IPB000421B 20.70 1.36e-14 129-149 


2375 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 3.45e-17 60-98 


2375 


IPB003527 


MAP kinase 


IPB003527D 21.53 4.48e-15 53-94 


2375 


IPB000959 


POLO box duplicated region 


IPB000959C 23.49 4.21e-12 35-87 


2375 


IPB000861 


PKN/rhophilin/rhotekin rho-binding 
repeat 


IPB000861G 13.73 5.59e-12 62-111 


2375 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 2.26e-ll 64-118 


2375 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 1.61e-10 56-97 


2376 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881A 8.72 2.20e-09 41-50 


2376 


PR00873 


Echinoidea (sea urchin) 
metallothionein signature IV 


PR00873D 8.25 8.11e-09 41-59 


2377 


PR00402 


Tec/Btk domain signature I 


PR00402A 20.14 8.15e-15 94-113 I 
PR00402B 12.26 4.69e-13 1 13-125 j 
PR00402C 13.13 8.03e-12 125-138 


2379 


IPB003886 


Extracellular domain in nidogen 


IPB003886D 13.91 8.57e-15 46-65 


2379 


1PB000152 


Aspartic acid and asparagine 
hydroxylation site 


IPB000152 8.86 9.05e-14 1-16 
IPB000152 8.86 5.91e-13 46-61 


2379 


IPB001881 


Calcium-binding EGF-like domain 


IPB001881B 12.28 9.25e-13 1-12 


2379 


PR01217 


Proline rich extensin signature VII 


PR01217G4.02 4.20e-ll 125-150 
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2379 


IPB000033 


"Low-density lipoprotein (Idl) 
receptor, YWTD repeat" 


IPB000033B 7.05 4.96e-ll 51-61 
IPB001881B 12.28 1.00e-10 46-57 


2379 


PR00010 


Type II EGF-like signature III 


PR00010C 6.98 1.66e-09 51-61 


2379 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 3.29e-09 133-147 
IPB000033B 7.05 3.84e-09 6-16 


2379 


IPB000561 


EGF-like domain 


IPB000561 4.89 6.79e-09 55-63 
PR00010C 6.98 7.80e-09 6-16 


2379 


PR00910 


Luteo virus ORF6 protein signature I 


PR00910A2.74 8.71e-09 133-145 
PR00910A 2.74 9.46e-09 131-143 


2385 j 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2385 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-l3 278-287 
PR00245B 8.96 6.81e-l 2 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2385 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2385 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5. 17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2385 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2386 


PR00245 


Olfactory receptor signature III 


PR00245C 14.65 9.53e-17 218-234 


2386 


IPB000276 


Rhodopsin-like GPCR superfamily 


IPB000276A 11.56 9.25e-14 160-171 
PR00245D 9.34 1.53e-13 278-287 
PR00245E 8.96 6.81e-12 325-336 
PR00245B 13.73 1.00e-10 171-183 
IPB000276D 9.40 3.08e-09 324-340 


2386 


PR00237 


Rhodopsin-like GPCR superfamily 
signature V 


PR00237E 13.03 3.83e-09 241-264 


2386 


PR00534 


Melanocortin receptor family 
signature I 


PR00534A 12.77 5.17e-09 93-105 
PR00237C 14.77 5.91e-09 146-168 


2386 


PR00896 


Vasopressin receptor signature II 


PR00896B 9.36 7.23e-09 97-108 
PR00237G 19.23 1.00e-08 314-340 


2389 


PR01360 


Interleukin-1 receptor antagonist 
precursor IL-1RA signature VI 


PR01360F 14.44 3.11e-12 145-163 
PR01360C 10.33 4.84e-ll 86-103 


2389 


IPB000975 


Interleukin-1 


IPB000975D 24.45 5.55e-09 80-119 
IPB000975E 28.12 9.80e-09 124-163 


2389 


PR00264 


Interleukin-1 precursor family 
signature I 


PR00264A 18.63 1.00e-08 83-103 


2390 


IPB001664 


Intermediate filament proteins 


IPB001664B 17.44 9.69e-22 102-141 
IPB001664C 11.32 4.38e-18 159-186 


2390 


PR01248 


Type I keratin signature II 


PR01248B 8.42 6.37e-15 94-1 17 
PR01248C 10.07 9.23e-14 148-168 
PR01248A 8.12 4.31e-ll 73-86 


2390 


PR01177 


Metabotropic gamma-aminobutyric 
acid type Bl receptor signature X 


PR01177J 6.104.96e-10 11-29 


2393 


PR01276 


Type II keratin signature III 


PR01276C 10.16 7.32e-ll 67-80 
PR01276B 9.79 5.96e-10 20-32 


2394 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 


2394 


PR00138 


Matrixin signature III 


PR00138C 20.07 1.78e-16 52-80 
PR0O138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9.18e-10 94-122 


2395 


IPB001818 


Matrixin 


IPB001818C 24.38 7.43e-35 54-99 
IPB001818B 26.48 8.15e-25 9-50 
IPB001818C 24.38 1.55e-21 96-141 
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2395 


PR00138 


Matrixin signature III 


PR00138C 20.07 1.78e-16 52-80 
PR00138B 14.84 5.21e-10 28-43 
PR00138C 20.07 9.18e-10 94-122 


2396 


PR00049 


Wilm's tumour protein signature IV 


PR00049D 0.00 2.07e-09 10-24 1 




lr dUUZvvu 


T ir^ACAmo orpnplQtf^n TTl^mhTfln^ 

l^ybUbUIIie-aboUUlalCU UlciiluiaiiG 

crl \7r r»r\rritpin CJ amn^ 
gl yi*U|JlUtdll yJL^oiii^iy 


IPB002000D 5 87 5 25e-09 12-25 


2405 


IPB000364 


Phosphoenolpyruvate carboxykinase 
(GTP) 


IPB000364M 26.08 1.40e-09 623-657 


2406 


IPB001304 


C-type lectin domain 


IPB001304A 17.98 6.50e-17 155-179 


1A 1 O 
241Z 




jr nospnouiesicrasc lamiiy 


IPB001559F 24 25 1 49e-25 343-377 
IPB001559D 19.17 5.00e-20 207-233 
IPB001559C 16.25 5.34e-16 172-193 
IPB001559E 16 18 5 35e-16 245-263 
IPB001559A 10.81 1.23e-ll 49-60 
IPB001559B 12.98 8.50e-10 153-163 


2412 


IPB000890 


Acetate and butyrate kinase 


IPB000890E 8.17 8.66e-09 336-349 






AVilm'^ tnmnnr nrntpin ^ipnatlire IV 

VY 11111 O lUlUVJUl JJlUlblll olgllCilLil \-> 1 T 


PR00049D 0.00 9.24e-ll 410-424 
PR00049D 0.00 2.07e-10 412-426 
PR00049D 0.00 2.14e-10 41 1-425 
PR00049D 0.00 2.14e-10 414-428 


2414 


IPB000996 


Clathrin light chain 


IPB000996B 20.25 8.98e-10 342-394 
PR00049D 0.00 9.43e-10 408-422 
PR00049D 0.00 9.71e-10 409^123 


OA lid 
Z414 




Pmlirt^ T"ir>l"» PYtpn Gin cifmSltllTP TT 
i iUllIlC llWl CALCllalll alglJalulc; 11 


PR01217B 4.82 7.09e-09 412-428 


2414 


IPB002999 


Tudor domain 


IPB002999B 7.50 7.55e-09 412-420 


Z4I4 


rKU14/l 


Histamine fij receptor signature v 


PR01471F5 41 8 92e-09 411-426 
PR00049D 0.00 8.93e-09 413-427 


O/l 1 ^ 

z4l3 


pDni ill 


I crSinia VII U1CI1UC uciciiiiiiiaiiir x upu> 

protein signature II 


PR01372B 7 73 4 87e-09 21-38 


Z4ZU 




r nospnauayisenne uccdruuAyid.bc 


TPB003817D 23 34 8 71e-25 194-220 
IPB003817C 10.66 4.00e-15 172-184 
IPB003817E 13.21 2.67e-14 283-299 
IPB003817A 12.64 4.15e-13 77-91 
IPB003817B 13.04 4.00e-09 101-109 


2425 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2426 


LPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2427 


IPB002469 


"Dipeptidyl peptidase IV, N- 
terminus" 


IPB002469J 8.97 3.52e-12 17-33 


2429 


IPB000906 


ZU5 domain 


IPB000906A 22.49 6.14e-19 145-187 
IPB000906F 35.93 3.09e-16 63-116 
IPB000906F 35.93 7.91e-16 96-149 


2429 


T>T> A 1 A 1 C 

rKU14lD 


Ankynn repeat signature I 


PP0141SA 17 7^3 70^-15 7*52-264 
IPB000906A 22.49 1.71e-14 46-88 
IPB000906F 35.93 l.OOe- 12 346-399 
IPB000906A 22.49 5.66e-12 112-154 
IPB000906G 25.85 9.36e-12 53-101 
PR01415A 12.73 1.00e-ll 53-65 
PR01415A 12.73 2.61e-ll 119-13 


2430 


PR00834 


HtrA/DegQ protease family signature 
III 


PR00834C 15.48 7.35e-19 148-172 
PR00834D 11.75 7.39e-17 186-203 
PR00834B 10.17 3.25e-13 107-127 
PR00834E 13.43 6.03e-12 208-225 


2430 


IPB000126 


"Serine proteases, V8 family" 


IPB000126B 12.50 6.81e-12 191-207 
PR00834A 8.79 1.44e-ll 86-98 
PR00834Fll.il 1.53e-09 301-313 
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IPB000126A 11.75 9.83e-09 78-93 J 


2432 


PR00505 


D12 class N6 adenine-specific DNA 
methyltransferase signature I 


PR00505A 15.44 3.67e-12 39-55 
PR00505B 11.79 8.88e-12 60-74 


2433 


PR00179 


Lipocalin signature II 


PR00179B 7.67 2.35e-09 15-27 
PR00179C 17.26 6.70e-09 42-57 


2433 


PR01174 


Retinol binding protein signature VI 


PR01174F 11.76 6.82e-09 14-30 


2433 


PR01254 


Prostaglandin D synthase signature V 


PR01254E 14.07 8.23e-09 39-53 


2434 


PR01042 


Aspartyl-tRNA synthetase signature 
II 


PR01042B 12.76 4.69e-l 1 260-273 
PR01042A 9.01 9.77e-10 244-256 


2434 


IPB002106 


Aminoacyl-transfer RNA synthetases 
class-II 


IPB002106A 13.35 1.00e-08 196-208 


2435 


IPB003952 


Fumarate reductase / succinate 
dehydrogenase FAD-binding site 


IPB003952D 19.72 4.50e-20 7-35 
IPB003952E 9.04 2.46e-16 48-65 


2436 


1PB001895 


Guanine-nucleotide dissociation 
stimulators CDC25 family 


IPB001895C 20.83 8.50e-23 52-87 


2437 


IPB000958 


KH domain 


IPB000958 6.84 5.09e-12 173-186 
IPB000958 6.84 2.29e-ll 89-102 


2440 


IPB001393 


Calsequestrin 


IPB001393A 16.72 1.00e-40 66-115 
IPB001393B 11.93 1.00e-40 169-222 
IPB001393C 16.33 1.00e-40 225-277 
IPB001393D 11.26 1.00e-40 320-372 


2440 


PR00312 


Calsequestrin signature V 


PR00312E 8.61 7.75e-36 200-229 
PR00312I 15.97 5.71e-35 363-391 
PR00312H 13.19 2.80e-34 294-321 
PR00312J 13.61 6.48e-34 394-422 
PR00312D 9.10 7.17e-33 159-188 
PR00312B 14.57 4.41e-32 93-122 
PR00312C 16.48 5.62e-32 123-152 
PR00312G 11.43 1.49e-31 261-288 
PR00312F 16.12 1.73e-31 230-259 
PR00312A 11.96 7.94e-27 66-89 


2442 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353B 19.16 4.94e-16 139-188 


2442 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006A 17.51 8.50e-16 160-182 


2442 


IPB001003 


"MHC Class D, alpha chain, alpha- 1 


IPB001003B 14.72 9.90e-10 147-190 


2444 


PR00021 


Small proline-rich protein signature I 


PR00021A3.31 1.35e-19 8-20 
PR00021B5.91 1.00e-14 31-40 
PR00021B 5.91 1.00e-13 22-31 
PR00021D 4.82 1.39e-13 25-33 
PR00021D 4.82 1.39e-13 34-42 
PR00021D 4.82 6.87e-13 43-51 
PR00021B5.91 1.92e-ll 40-49 
PR00021E7.77 1.23e-10 61-70 
PR00021C5.97 1.25e-10 25-31 
PR00021C 5.97 1.25e-10 34-40 


2444 


PR01217 


Proline rich extensin signature IV 


PR01217D 4.57 4.94e-10 30-51 
PR01217G 4.02 2.42e-09 23-48 
PR01217G 4.02 2.42e-09 30-55 
PR01217G 4.02 2.58e-09 21-46 
PR01217D 4.57 7.89e-09 21-42 
PR01217G 4.02 8.89e-09 39-64 


2444 


IPB000967 


Zinc finger NF-X1 type 


IPB000967E 21.88 9.44e-09 12-52 


2445 


PR00205 


Cadherin signature VI 


PR00205F 19.57 5.15e-21 522-548 
PR00205B 20.09 5.50e-21 254-283 
PR00205D 12.22 1.39e-15 338-357 
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PR00205B 20.09 2.50e-15 464-493 
PR00205D 12.22 6.09e-15 233-252 
PR00205G 13.05 8.00e-15 556-573 
PR00205A 17.38 2.59e-14 85-104 


2445 


IPB002126 


Cadherin domain 


IPB002126B 12.04 4.79e-14 242-259 
PR00205B 20.09 5.63e-13 145-174 
IPB002126B 12.04 7.43e-13 452-469 
PR00205D 12.22 7.60e-13 443-462 
PR00205G 13.05 7.75e-13 341-358 
PR00205F 19.57 3.38e-12 309-335 
PR00205G 13.05 9. lOe- 12 236-253 
PPfifY7ftSP 10 R2 ^ 17e-l 1 252-265 
PR00205E 10.82 7.16e-ll 462-475 
PR00205D 12.22 7.59e-l 1 553-572 
PR00?fl < 5F 19 57 9 05e-ll 412-438 
IPB002126A 14.68 4.91e-10 206-222 
IPB002126A 14.68 5. 30e- 10 416-432 
IPB002126B 12.04 3.25e-09 133-150 
PR00205C 13.59 3.25e-09 326-338 
IPB002126B 12.04 4.50e-09 347-364 
PR00205B 20.09 9.83e-09 581-610 
PR00205G 13.05 1.00e-08 446-463 


9447 

ATT / 


TPB000006 


"Vertebrate metallothionein. familv 
1" 


IPB000006 13.41 3.90e-12 29-74 
IPB000006 13.41 4.41e-12 36-81 
IPB000006 13.41 6.70e-ll 32-77 


2447 


PR01228 


Eggshell protein signature III 


PR01228C 5.69 1.22e-10 23-38 
PR01228C 5.69 1.98e-10 7-22 


2447 


IPB001271 


Mammalian defensin 


IPB001271 19.97 3.29e-10 48-76 


2447 


IPB002494 


"Keratin, high sulfur B2 protein" 


1PB002494C 14.46 3.36e-10 42-85 
IPB001271 19.97 3.47e-10 26-54 
IPB002494A 12.44 6.11e-10 67-100 


2447 


IPB002174 


Furin-like cysteine rich region 


IPB002174A 30.51 7.32e-10 8-39 
PR01228C 5.69 8.05e-10 16-31 


2447 


DPB003571 


Snake toxin 


IPB003571B 18.08 8.07e-10 73-96 
IPB002494A 12.44 9.08e-10 22-55 


2447 


PR00858 


Crustacean metallothionein signature 
II 


PR00858B 5.93 1.48e-09 37-55 
IPB000006 13.41 3.11e-09 33-78 


2447 


IPB001169 


"Integrin beta, C-terminus" 


IPBOOi 169K 27.45 3.19e-09 39-81 


244/ 




TVxft^ein T«K'rV\i+rti* lilri 3 fvcf P1HP Well 

irypsin innionur-iiJM? uyaicnic nun 
domain 


IPB002919A 15 56 3 57e-09 49-61 
IPB002174A 30.51 4.15e-09 24-55 
IPB001271 19.97 4.44e-09 55-83 
IPB002494A 12.44 4.97e-09 29-62 
PR01228C5.695.03e-09 15-30 
PR01228C 5.69 5.03e-09 19-34 
IPB002174A 30.51 5.28e-09 16-47 


2447 


IPB000254 


"Cellulose-binding domain, fungal 
type" 


IPB000254 18.11 5.36e-09 25-55 
IPB000006 13.41 5.59e-09 39-84 
IPB002174A 30.51 5.72e-09 33-64 
PR01228C 5.69 5.76e-09 24-39 


2447 


IPB000867 


Insulin-like growth factor-binding 
protein 


IPB000867B 11.44 6.55e-09 2-18 
IPB002174A 30.51 6.62e-09 4-35 


2447 


IPB002867 


Cysteine-rich domain (C6HC) 


IPB002867D 24.88 7.19e-09 35-66 
IPB000006 13.41 7.24e-09 47-92 


2447 


IPB000967 


Zinc finger NF-X1 type 


IPB000967D 10.42 7.37e-09 57-92 
IPBOOI 169K 27.45 7.81e-09 32-74 
IPB000006 13.41 8.07e-09 37-82 
IPB002494A 12.44 8.35e-09 26-59 
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IPB000006 13.41 8.44e-09 52-97 1 


2447 


PR01117 


CLC-6 chloride channel signature I 


PR01 1 17A 7.79 9.47e-09 48-60 
IPB001271 19.97 9.51e-09 64-92 
IPB002174A 30.51 9.77e-09 36-67 


2447 


IPB002221 


WAP-type (Whey Acidic Protein) 
four-disulfide core domain 


IPB002221B 17.12 1.00e-08 45-66 


2448 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 4.79e-12 52-77 


2448 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 3.05e-10 49-62 
IPB000822 14.67 9.14e-10 200-225 




PR00946 


Mercury scavenger protein signature 
I 


PR00946A 4.14 8.16e-09 6-24 




TPR002038 


Osteopontin 


IPB002038C 22.35 1.00e-40 173-214 




PR00716 


Osteopontin signature I ' 


PR00216A 11.45 9.7 le-34 43-72 
IPB002038A 12.23 5.15e-31 42-71 
PR00216C 9.12 7.82e-21 95-120 
PR00216B 6.70 9.49e-21 79-108 
PR00216D 3.16 3.30e-18 142-156 
PR00216E 6.95 3.81e-18 174-188 
IPB002038B 15.58 4.1 le-16 77-121 
PR00216D 3.16 3.69e-12 136-150 




TPR003403 


Herpesvirus immediate early protein 


IPB003403E 17.25 9.26e-09 117-144 
IPB002038B 15.58 9.58e-09 91-135 


2454 


IPB001241 


DNA topoisomerase II family 


IPB001241F 23.94 8.36e-37 475-523 


2454 


PR01158 


Topoisoraerase II signature VIII 


PR01158H 13.39 5.50e-30 804-826 
IPB001241G 14.13 1.00e-29 547-573 
PR01158K 14.14 5.24e-27 1023-1049 
PR01 158G 9.37 5.91e-27 757-780 


2454 


IPB002205 


"DNA gyrase/topoisomerase IV, 
subunit A" 


IPB002205B 14.49 4.79e-24 760-795 
IPB001241E 20.94 3.00e-22 371-397 
PR011581 13.95 7.00e-22 834-854 
PR01158D 11.94 5.24e-21 565-580 


2454 


PR00418 


DNA topoisomerase II family 
signature VI 


PR00418F 13.13 3.40e-20 546-562 
IPB001241A 15.98 6.04e-20 50-71 
IPB001241B 10.04 2.71e-19 172-190 
PR00418G 12.91 8.94e-19 564-581 
IPB001241H 17.27 1.96e-18 808-831 


2454 


PR00615 


CCAAT-binding transcription factor 
subunit A signature I 


PR00615A 17.09 2.93e-18 319-337 
PR01158J 13.56 3.45e-18 939-953 
IPB002205D 10.13 3.54e-18 867-888 
PR00615B 18.03 3.77e-18 707-725 
PR00418C 9.38 1.82e-17 176-190 
PR004181 17.21 4.60e-17 626-642 
IPB002205A 8.13 9.54e-17 729-747 
PR00418A 13.58 7.65e-16 96-111 
PR01158C 11.35 1.00e-15 519-532 
PR01158E 8.11 2.29e-15 585-596 
PR01158F 10.39 4.71e-15 632-644 
PR00615C 17.93 8.50e-15 1148-1166 
PR00418E 14.82 1.37e- 14 473-487 
IPB001241D 14.87 1.43e- 14 328-341 
PR00418B 12.37 2.57e-14 133-146 
PR00418D 14.25 2.71e-14 328-341 
PR01158A 7.61 4.60e-13 456-466 
IPB002205C 11.89 5.09e-12 812-826 
PR00418H 10.58 5.91e-12 584-596 
IPB001241C 13.37 1. 3 1 e- 1 1 230-242 


2454 


1PB000509 


Ribosomal protein L36E 


IPB000509B 20.29 7.85e-ll 1216-1270 
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PR01158B 8.30 1.27e-10 471-478 


2454 


IPB000135 


High mobility group proteins HMG1 
andHMG2 


IPB000135D 2.13 5.64e-09 1362-1386 
IPB000135D2.13 7.45e-09 1363-1387 
IPB000135D 2.13 8.09e-09 1364-1388 


2454 


PR01469 


Bacterial carbamate kinase signature 
V 


PR01469E 10.60 8.43e-09 128-146 
IPB000135D 2.13 8.73e-09 1360-1384 


2457 


IPB001073 


Complement Clq protein 


1PB001073A 22.14 6.55e-13 67-101 


2466 


IPB000959 


POLO box duplicated region 


IPB000959D 27.01 9.61e-10 204-256 


2473 


PR01475 


Parkin signature IX 


PR01475I 10.01 8.01e-09 96-118 


2476 


1PB003743 


DUF164 


IPB003743B 20.16 4.64e-09 88-126 


2481 


IPB000215 


Serpins 


IPB000215C 13.90 5.00e-09 435-449 


2482 


PR01377 


CIaudin-1 signature IV 


PR01377D6.30 l.OOe- 19 229-243 
PR01377A7.94 1.00e-16 141-152 


2482 


IPB000729 


PMP-22/EMP/MP20 family 


IPB000729D 18.96 5.50e-15 197-224 


2482 


PR01077 


Claudin signature III 


PR01077C 13.60 2.53e-12 99-109 
PR01377B 13.79 1.12e-ll 176-183 
PR01377C 14.12 2.44e-l 1 188-195 
PR01077B 14.12 1.00e-10 85-91 
IPB000729C 37.83 5.31e-10 116-168 
PR01077A 9.72 4.49e-09 57-66 


2482 


PR01385 


Claudin-14 signature I 


PR01385A 5.13 5.70e-09 46-62 


2483 


IPB001919 


"Cellulose-binding domain, bacterial 
type" 


IPB001919B 14.22 2.97e-09 188-212 


2487 


PR01305 


Invasion protein B family signature 
IV 


PR01305D 7.82 6.19e-09 266-279 


2488 


IPB002652 


Importin beta binding domain 


IPB002652H 25.98 1.00e-40 568-614 
IPB002652I 18.58 1.36e-35 647-683 


2488 


IPB000225 


Armadillo repeat 


IPB000225E 20.58 8.20e-22 646-668 
IPB002652C 21.73 5.88e-14 519-571 
IPB000225D 18.99 5.02e-13 535-558 
IPB002652F 18.67 9.25e-ll 543-575 
IPB002652G 22.45 1.36e-09 535-580 


2488 


IPB003191 


Guanylate-binding protein 


IPB003191M 10.38 7.64e-09 69-99 


2490 


IPB001762 


Disintegrin 


IPB001762A 23.93 4.33e-23 19-59 


2490 


PR00289 


Disintegrin signature I 


PR00289A 14.29 1.16e-14 35-54 
IPB001762B 10.06 3.40e-I2 66-76 


2490 


IPB001774 


Delta serrate ligand 


IPB001774C 18.25 5.31e-10 238-280 
PR00289B 1 1.74 3.80e-09 64-76 


2490 


IPB003306 


WIF domain 


IPB003306E 25.51 7.40e-09 215-260 


2491 


IPB001359 


Synapsin 


IPB001359H 22.58 6.07e-09 96-146 


2495 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2496 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2497 


IPB001359 


Synapsin 


IPB001359H 22.58 6.33e-09 35-85 
IPB001359H 22.58 7.73e-09 41-91 


2498 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 7.95e-09 230-264 


2502 


PR01415 


Ankyrin repeat signature I 


PR01415A 12.73 1.25e-09 187-199 


2502 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 9.31e-09 89-126 


2504 


IPB000492 


Protamine 2 (PRM2) 


IPB000492B 5.26 1.68e-09 219-253 


2504 


PRO0580 


Prostanoid EP1 receptor signature V 


PR00580E 8.05 7.1 le-09 226-247 


2505 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2506 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 6.54e-09 195-232 


2507 


PR00456 


Ribosomal protein P2 signature V 


PR00456E 3.08 9.42e-10 637-651 
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2508 


PR01481 


Neurotensin type 2 receptor signature 

in 


PR01481C 15.05 1.00e-17 176-189 


2508 


PR01479 


Neurotensin receptor signature II 


PR01479B 12.40 2.43e-17 89-101 
PR01481A 7.58 3.54e-16 1-13 
PR01479C7.31 1.00e-15 102-115 
PR01481B6.68 1.45e-15 14-26 
PR0148lD4.62 2.19e-15 190-201 
PR01479E 8.74 3.70e-15 240-250 
PR01479D 13.10 6.57e-l4 229-239 
PR01479A 8.89 1.00e-13 29-39 


2508 


PR00237 


Rhodopsin-like GPCR superfamily 
signature VII 


PR00237G 19.23 4.44e-12 249-275 


2508 


PR00665 


Oxytocin receptor signature IV 


PR00665D 10.30 L32e-ll 134-150 
PR01479F 8.03 5.19e-l 1 277-287 
PR00237C 14.77 4.32e-10 115-137 
PR00237A 9.81 7.33e-10 34-58 
PR00237D 9.76 7.43e-10 151-172 


2508 


PR01417 


Growth hormone secretagogue 
receptor type 1 signature IV 


PR01417D 12.33 8.13e-10 111-127 
PR00237F 14.34 6.05e-09 204-228 


2509 


IPB001101 


Plectin repeat 


IPB001101A 10.14 5.40e-14 1-37 


ZJ l\J 


IPRftOl 1 01 




IPB001101A 10.14 5.40e-14 1-37 


ZD 1 / 


IPRftftlSS? 
irjDuuiJjAi 


Aovl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
EPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2518 


IPB001552 


Acyl-CoA dehydrogenase 


IPB001552E 22.77 2.46e-19 523-563 
IPB001552D 24.88 5.35e-19 432-474 
IPB001552C 25.04 7.75e-15 378-418 
IPB001552B 18.05 3.43e-12 124-146 
IPB001552A 11.25 6.90e-10 97-108 


2519 


IPB002524 


Cation efflux family 


IPB002524B 23.89 5.20e-17 50-89 


2519 


IPB003452 


Stem cell factor 


IPB003452B 19.11 6.63e-09 109-157 
IPB002524A 20.13 7.39e-09 8-48 


2520 


PR00215 


Neuromodulin signature III 


PR00215C 13.82 7.5 8e- 10 478-498 


2520 


PR00194 


Tropomyosin signature IV 


PR00194D 9.54 7.19e-09 357-380 


2520 


IPB001422 


Neuromodulin (GAP-43) 


IPB001422A 13.23 7.43e-09 453-497 


2521 


PR01178 


Metabotropic gamma-aminobutyric 
acid type B2 receptor signature XI 


PR01178K 13.44 8.65e-09 179-203 




TPR007R8Q 


WSC domain 


IPB002889B 11.76 4.56e-10 34-80 
IPB002889B 11.76 7.84e-09 19-65 
IPB002889B 11.76 7.84e-09 27-73 
IPB002889B 11.76 1.00e-08 23-69 


2529 


PR00019 


Leucine-rich repeat signature II 


PR00019B 11.42 1.33e-10 225-238 
PR00019A 11.72 8.33e-10 228-241 
PR00019A 11.72 4.00e-09 202-215 
PR00019B 11.42 7.82e-09 199-212 


2530 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-10 297-334 


2530 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 13-26 


2531 


IPB003006 


Immunoglobulin and major 
histocompatibility complex domain 


IPB003006B 20.23 4.60e-10 297-334 


2531 


IPB001000 


Glycoside hydrolase family 10 


IPB001000H 10.38 7.80e-09 13-26 


2532 


IPB003884 


Factor I membrane attack complex 


IPB003884A 12.20 7.06e-09 56-67 


2536 


IPB000822 


"Zinc finger, C2H2 type" 


IPB000822 14.67 7.50e-13 309-334 


2536 


PR00048 


C2H2-type zinc finger signature I 


PR00048A 9.94 4.18e-12 306-319 
IPB000822 14.67 5.74e-12 281-306 
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zj30 


JrKUUZDC 


operact recepior signature i 


JrivvUZJOA ij.jdz.70c luoz-iuj 


ZJjO 


JJr x5U\/ZoO / 


oysteine-ncn uomain ^oru^j 


rPRfln9867P 10 4fi 0 2Se-lfl IOfi-191 


2540 


IPB001522 


"Fatty acid desaturase, type 1" 


IPB001522F 22.32 1.00e-40 104-158 
TPRnniS99F 9ft S 5?Se-1fi 96-70 


ZD4U 


r KUUU / j 


ratty acia aesauirose idmny i 
signature VII 


PPnftn7Sfr 1ft ^0 6 69e-90 111-14S 
PR00075E 1 1 .60 6.46e- 1 8 55-73 
PRftftft7SF 14 69 8 81e-16 88-109 


2541 


IPB000432 


"DNA mismatch repair protein MutS 
iarnuy, v^-Lcrrninaj uunidui 


IPB000432D 18.83 8.92e-39 369-417 
TPR000432C 12 07 1 00e-37 329-360 
IPB000432F 16.97 3.86e-27 476-507 
IPB000432E 8.78 9.00e-13 441-451 


2541 


IPB002156 


RNase H 


IPB002156B 11.33 2.20e-ll 100-110 


ZD*rZ 


Ir JtJUUOUUO 


liimiunogiODUiin arm mdjui 
histocompatibility complex domain 


TPR001006R 20 23 8 20e-10 33-70 


Z3*0 




ivjLrvivi Gomain 


IPB000998C 18 63 1 95e-12 17-32 


Z04.3 


rKUUUZU 


jYL/vivi oomain signaiure m 


PRftftft9ftC 19 ft1 8 12e-10 16-27 
IPB000998D 18 66 9 61e-10 82-105 




LTDUUiiJJU 


q*7ci 1 -t\rr»A cpnnp ■nrnfpacp innini'tnr 

family 


IPB002350 31 78 3 92e-13 46-86 


9 5 A/1 


LrDuxjJiJyJO 


lllllJlUllUglUUUllIl oilU IlloJUX 

hictnpornnatiRiKtv pnmnleY domain 

Ilia lVvv/ill|JallLFIl.lljr ^VIlipiwA. uuaiam 


IPB003006B 20 23 1 78e-ll 150-187 


2545 


PR00449 


Transforming protein P21 ras 


PR00449A 12.48 8.16e-10 86-107 


2545 


PR00326 


GTP1/OBG GTP-binding protein 

idlllliy MgLUUlUC JL 


PR00326A 8.70 9.13e-10 88-108 


2545 


IPB000619 


Guanylate kinase 


IPB000619A 18.08 4.21e-09 88-105 


ZjhO 


risJJ\JDO t * 


uisease resistance protein signature i 


PR00164A 8 99 7 14e-09 87-102 


Zj*IO 


ppnnnQA 


/vacnyidic Kindoo signature i 


PR Oft 094 A 9 62 9 57e-09 89-102 


9^A^ 
Z3*t J 


PPAHQ1 fi 
rr\.uui/ 1 o 


^ohpiinriio r^/~vn_ ctTt 1 T\r%l vTxrat&in 

^diioivirub iiuii-aiiuciuiai puiy jji wtcui 

■fiimilv ClDTlntllTR T 
L dill 11 j algilaLUlC X 


PR00918A 13 81 9 69e-09 82-102 


2545 


IPB000795 


GTP-binding elongation factor 


IPB000795A 10.67 9.77e-09 87-102 






Tmirm*nncrlrkHnlirj unH mnirvr 
JUnillUUUglUUUlIIl oIIU llldJUl 

liiotrmnmnntiViilttv PfinrnlpY domain 


IPB003006B 20 23 3 08e-09 4-41 




PR 00698 


C pleonnQ SJrtr fhmilv integral 

membrane protein signature V 


PR00698E 14.65 2.76e-09 95-120 


9SM 


TPR001 737 


Rilvvjomal R^fA adenine 

dimethyl ase 


IPB001737A 27.11 8.54e-10 135-180 




IPR000906 


77 T<» domain 


IPB000906A 22.49 3.16e-09 38-80 


2554 


IPB001245 


Tyrosine kinase catalytic domain 


IPB001245B 21.68 6.54e-13 281-319 


9^4 




PAlf-HfYjf /P91-PHiv.hinHincr 


IPB000095F 16 47 3 97e-ll 285-339 

XX J^W \J\J S *J A A \J • I / m* 9 W A A A*%J*S ✓ 


2554 


IPB000961 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 277-318 
TPR001245A 22 45 3 18e-10 228-268 


9^5 


TPR001 94^ 


1 yi UbUlC IvlilooC y^aUXiy IIW UUJlJalll 


IPB001245B 21 68 6 54e-13 281-319 


2555 


IPB000095 


PAK-box /P21-Rho-binding 


IPB000095F 16.47 3.97e-ll 285-339 


2555 


IPB000961 

I J. DvW/Vl 


Protein kinase C-terminal domain 


IPB000961D 21.23 2.22e-10 277-318 
IPB001245A 22.45 3.18e-10 228-268 


2557 


PR01041 


Methionyl-tRNA synthetase 
signature V 


PR01041E 16.72 2.69e-17 60-75 
PR01041D 11.02 7.43e-13 30-41 


2557 


IPB001412 


Ami noacyl -transfer RNA synthetases 
class-I 


IPB001412B 6.33 8.71e-12 98-108 


2558 


IPB000353 


"Class II histocompatibility antigen, 
beta chain, beta-1 domain" 


IPB000353A 18.51 7.30e-27 41-90 ; 


2563 


IPB001599 


Alpha-2-macroglobulin family 


IPB001599L 18.66 4.15e-28 59-86 


2563 


IPB001134 


"Netrin, C-terminus" 


IPB001134C 17.82 4.13e-13 72-86 
IPB001599K 8.15 1.46e-10 29-40 j 
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SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 


686 


hormone 


Somatotropin hormone 
family 


3.1e-27 


103.9 


i 


9-182 


688 


hormone 


Somatotropin hormone 
family 


4.2e-37 


136.7 


i 


9-176 


689 


serpin 


Serpin (serine protease 
inhibitor) 


1.8e-74 


260.8 


1 


51-397 


690 


efhand 


EF hand 


2.7e-08 


41.0 


-f 


34-62:70-98 


691 


Lipase 3 


Lipase (class 3) 


2.3e-20 


81.1 




366-505 


692 


PH 


PH domain 


0.028 


21.0 


1 


36-127 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


4.2e-51 


183.2 


1 


93-483 


695 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.3e-21 


83.9 


1 


22-294 


696 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 


1 


181-286 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


3.8e-42 


153.5 


1 


40-402 


700 


myb_DNA- 
binding 


Myb-like DNA-binding 
domain 


9.3e-09 


42.5 


1 


231-278 


700 


ZZ 


Zinc finger, ZZ type 


0.021 


17.8 


~ 


168-211 


702 


zf-ANl 


ANl-like Zinc finger 


0.0034 


18.0 




10-52:103-138 


703 


CRAL TRIO 


CRAL/TRIO domain 


2.5e-41 


150.7 


1 


85-280 


703 


CRAL TRIO 
N 


CRAI/TRIO, N-terminus 


5.9e-10 


46.5 




3-71 


704 


Rhomboid 


Rhomboid family 


0.019 


-10.9 




152-307 


705 


GKAP 


Guanylate-kinase-associated 
protein (GKAP) p 


7e-292 


983.1 




621-979 


706 


LBPJBPI_CE 
TP C 


LBP/BPI/CETP family, 
C-terminal do 


4.6e-06 


33.6 




218-456 


707 


GlycoJransf_8 


Glycosyl transferase family 
8 


0.0021 


-38.4 




103-368 


708 


LIM 


LIM domain 


7.8e-14 


59.4 




12-68 


710 


Collagen 


Collagen triple helix repeat 
(20 copies) 


8e-169 


574.2 


20 


56-114:115-174:187- 

245:291-349:360- 

418:423-483:492- 

550:598-656:684- ' 

743:750-808:809- 

868:869-928:929- 

988:1032-1090:1096- 

1154:1155- 

1214:1217- 

1277:1278- 

1337:1341- 

1400:1417-1476 


710 


C4 


C-terminal tandem repeated 
domain in type 4 


1.5e- 
148 


506.9 


2 


1489-1596:1597- 
1711 


711 


ldljrecept_a 


Low-density lipoprotein 
receptor domain 


0 


1307.3 


32 


67-108:112-152:880- 

920:921-961:962- 

1001:1002- 

1041:1042- 

1081:1088- 

1127:1130- 

1170:1171- 

1212:2545- 

2586:2587- 

2625:2626- 

2664:2676- 
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Repeats 
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2713:2717- 
2755:2756- 
2795:2796- 
2838:2840- 
2879:2880- 
2923:2926- 
2964:3352- 
3391:3392- 
3430:3431- 
3470:3471- 
3510:3511- 
3549:3550- 
3588:3589- 
3626:3629- 
3667:3668- 
3706:3709- 
3749:3750- 
3790:3797-3835 


711 


ldl_recept_b 


Low-density lipoprotein 
receptor repeat 


2.4e- 
239 


808.6 


34 


332-373:375- 

417:419-461:605- 

646:648-692:694- 

742:744-791:1337- 

1382:1384- 

1425:1427- 

1472:1474- 

1517:1518- 

1558:1655- 

1696:1698- 

1740:1742- 

1780:1782- 

1825:1959- 

2000:2002- 

2043:2045- 

2087:2089- 

2131:2276- 

2315:2318- 

2365:2367- 

2410:2412- 

2453:2454- 

2495:3092- 

3134:3136- 

3177:3179- 

3221:3223- 

3260:3262- 

3303:3970- 

4016:4018- 

4074:4076- 

4118:4120-4163 


711 


EGF ■ 


EGF-Iike domain 


1.8e-28 


108.0 


36 


69-106:157-190:196- 

230:512-553:835- 

870:1004-1039:1043- 

1079:1090- 

1125:1173- 

1210:1213- 

1249:1255- 

1289:1568- 
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Repeats 
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1606:1875- 
1911:2184- 
2219:2505- 
2540:2589- 
2623:2635- 
2662:2719- 
2753:2928- 
2962:2967- 
3003:3009- 
3041:3314- 
3350:3513- 
3547:3552- 
3586:3590- 
3624:3669- 
3704:3752- 
3788:3842- 
3879:3885- 
3917:4213- 
4244:4254- 
4285:4290- 
4321:4326- 
4357:4362- 
4393:4398- 
4428:4431-4463 


712 


ldl_recept_a 


Low-density lipoprotein 
receptor domain 


4.7e-21 


83.4 


2 


67-108:112-152 


714 


cadherin 


Cadherin domain 


0 


1168.1 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622:1634-1728 


715 


cadherin 


Cadherin domain 


0 


1177.0 


16 


47-126:140-241:255- 

344:363-466:480- 

573:588-680:694- 

784:798-884:898- 

987:1001-1091:1105- 

1201:1215- 

1306:1320- 

1411:1425- 

1520:1526- 

1622:1634-1729 


716 


DPPIVNjer 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


1.2e-07 


-81.3 


1 


132-652 


716 


Peptidase_S9 


Prolyl oligopeptidase family 


L7e-06 


35.0 


1 


656-736 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-71 


249.9 


10 


32-54:60-82:154- 
176:182-204:210- 
232:238-260:266- 
288:294-316:322- 
344:350-372 


720 


ig 


Immunoglobulin domain 


2.8e- 
178 


605,6 


15 


68-128:163-223:259- 
317:352-410:445- 
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503:538-596:629- 

687:720-780:813- 

871:904-962:995- 

1052:1085- 

1143:1176- 

1232:1266- 

1323:1356-1413 


720 


tsp_l 


Thrombospondin type 1 
domain * 


5e-87 


302.5 


6 


1435-1485:1492- 

1542:1549- 

1599:1606- 

1656:1663- 

1713:1720-1770 


720 


EGF 


EGF-like domain 


1.6e~32 


121.5 


8 


2013-2047:2053- 

2092:2098- 

2130:2136- 

2172:2178- 

2215:2221- 

2256:2338- 

2372:2378-2418 


721 


SPRY 


SPRY domain 


2.7e-29 


110.7 


1 


289-418 


721 


SAP 


SAP domain 


6.9e-09 


43.0 


1 


3-37 


722 


ABC tran 


ABC transporter 


le-105 


364.6 


2 


510-692:1322-1506 


724 


AcyI-CoA_dh 


Acyl-CoA dehydrogenase, 
Oterminal domain 


L6e-49 


178.0 


1 


50-201 


725 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


65-91:98-132:138- 
172:178-217:223-258 


725 


MAM 


MAM domain 


1.7e-13 


58.3 


1 


402-546 


726 


NHL 


NHL repeat 


5.4e-67 


236.0 


6 


431-458:478- 

505:525-552:572- 

599:619-646:666-693 


726 


Filamin 


Filamin/ABP280 repeat 


6.9e-18 


72.9 


1 


306-402 


726 


zf-B box 


B-box zinc finger 


5.6e-05 


30.0 


1 


98-139 


727 


RhoGAP 


RhoGAP domain 


2.3e-50 


180.8 


1 


775-947 


727 


DAG_PE-bind 


Phorbol 

esters/diacylglycerol 
binding dom 


0.0004 


21.8 


1 


703-747 


728 


CNhydrolase 


Carbon-nitrogen hydrolase 


0.0048 


-84.5 


1 


25-261 j 


729 


tsp_l 


Thrombospondin type 1 
domain 


6.9e-32 


119.4 


11 


570-623:980- 

1034:1037- 

1089:1092- 

1146:1165- 

1220:1221- 

1276:1313- 

1364:1367- 

1420:1426- 

1479:1482- 

1535:1543-1593 


729 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


1.3e-16 


68.6 


1 


274-480 


729 


Pep__M12B_pr 
opep 


Reprolysin family 
propeptide 


4.8e-10 


46.8 


1 


93-223 


731 


ig 


Immunoglobulin domain 


5.1e-12 


53.4 


3 


6-99:146-235:282- 
373 


732 


ig 


Immunoglobulin domain 


1.6e-l6 


68.3 


4 


42-129:179-272:319- 
408:455-546 


735 


RhoGEF 


RhoGEF domain 


3e-10 


47.5 


1 


165-340 
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737 


rrm 


RNA recognition motif. 


Lle-26 


102.1 


3 


78-142:151-222:240- 
311 


742 


cadherin 


Cadherin domain 


3.6e- 
100 


346.2 


6 


147-243:257- 

349:369-460:474- 

563:577-666:685-773 


.743 


PGM_PMMJI 


Phosphoglucomutase/phosp 
homannomutase, alp 


0.08 


-11.7 


1 


67-179 


745 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e- 
108 


373.3 


15 


130-152:158- 

180:186-208:214- 

236:242-264:270- 

292:298-320:326- 

348:354-376:382- 

404:410-432:438- 

460:488-510:516- 

538:544-566 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-91 


314.9 


12 


205-227:233- 

255:261-283:289- 

311:317-339:345- 

367:373-395:401- 

423:429-451:457- 

479:485-507:513-535 


746 


KRAB 


KRAB box 


2.3e-23 


91.1 


1 


35-75 


747 


EMP24 GP25 
L 


emp24/gp25L/p24 family 


1.2e-79 


278.0 


1 


5-201 


748 


acid_phosphat 


Histidine acid phosphatase 


2.5e- 
158 


539.4 


1 


31-371 


749 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


8.7e-60 


212.0 


1 


527-649 I 


749 


PH 


PH domain 


8e-17 


693 


1 


393-487 


749 


ank 


Ankyrin repeat 


4.6e-15 


63.5 


3 


826-858:859- 
891:892-925 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-43 


157.0 


6 


603-625:631- 

653:693-715:721- 

743:751-773:779-801 


751 


KRAB 


KRAB box 


9.5e-20 


79.0 


1 


342-382 


753 


LRR 


Leucine Rich Repeat 


2e-30 


114.5 


8 


61-82:83-106:107- 
131:132-155:156- 
179:180-203:204- 
227:228-251 


753 


LRRCT 


Leucine rich repeat C- 
terminal domain 


3.6e-07 


37.2 


1 


261-311 


754 


A2M 


Alpha-2-macroglobulin 
family 


3.4e- 
195 


661.8 


1 


721-1469 


754 


A2M_N 


AIpha-2-macroglobulin 
family N-terminal regi 


1.6e-88 


307.5 


1 


1-623 


755 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


4.6e-24 


93.4 


1 


242-422 


756 


&3 


Fibronectin type III domain 


2.1e-53 


190.9 


4 


598-687:700- 
790:802-891:903-986 


756 


ig 


Immunoglobulin domain 


1.6e-49 


177.9 


6 


43-102:137-198:242- 

299:332-388:424- 

481:514-579 


758 


LRR 


Leucine Rich Repeat 


1.2e-28 


108.6 


7 


52-75:76-99:100- 
123:124-147:148- 
171:172-195:196-216 


758 i 


ig 


Immunoglobulin domain 


5.2e-07 


36.7 


1 


301-359 
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758 


LRRCT 


Leucine rich repeat C- 
terminal domain 


0.00013 


28.8 


1 


240-285 


759 


7tm_2 


7 transmembrane receptor 
(Secretin family) 


2.3e-20 


81.1 


1 


1009-1273 


759 


GPS 


Latrophilin/CL-l-like GPS 
domain 


7.1e-13 


56.2 


1 


950-1002 


759 


ig 


Immunoglobulin domain 


3.3e-08 


40.7 


2 


286-352:485-547 


759 


SEA 


SEA domain 


0.043 


20.1 


1 


168-279 


760 


zf-C2H2 


Zinc finger, C2H2 type 


Ue-85 


297.6 


12 


107-129:135- 

157:163-185:191- 

213:219-241:247- 

269:275-297:303- 

325:331-353:359- 

381:387-409:415-437 


764 


HIT 


HIT family 


0.00082 


-4.2 


1 


173-273 


768 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-49 


177.6 


2 


32-129:142-247 


768 


Lysyl_oxidase 


Lysyl oxidase 


4.5e-41 


149.9 


1 


251-359 


769 


Glyco_Jransf_8 


Glycosyl transferase family 
8 


4.7e-06 


-2.1 


1 


1-250 


770 


WD40 


WD domain, G-beta repeat 


4.4e-07 


37.0 


3 


215-251:365- 
401:407-443 


773 


Cytidylyltrans 


Phosphatidate 
cytidylyltransferase 


8e-92 


318.5 


1 


221-401 


774 


WD40 


WD domain, G-beta repeat 


1.5e-08 


41.8 


2 


166-203:327-363 


779 


HesB-like 


HesB-like domain 


3.5e-36 


133.6 


1 


49-151 


780 


ig 


Immunoglobulin domain 


0.014 


22.0 


2 


8-57:96-155 


783 


vwa 


von Willebrand factor type 
A domain 


2.1e-42 


154.3 


1 


266-440 


783 


Kunitz_BPTI 


Kunitz/B ovine pancreatic 
trypsin inhibito 


1.7e-18 


74.8 


1 


540-590 


783 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.014 


-13.0 


4 


2-60:61-117:118- 
175:181-239 | 


784 


Sterol desat 


Sterol desaturase 


6.4e-46 


166.0 


1 


57-263 


785 


ig 


Immunoglobulin domain 


2e-32 


121.1 


4 


116-176:331- 

391:1355-1415:1552- 

1613 


786 


adenylatekinas 
e 


Adenylate kinase 


2.6e-08 


-30.8 


1 


35-189 


788 


SH3 


SH3 domain 


6.7e-13 


56.3 


1 


1-56 


789 


SH3 


SH3 domain 


1.6e-14 


61.6 


1 


73-129 


790 


TIMP 


Tissue inhibitor of 
metalloproteinase 


l.le-40 


148.5 


1 


15-124 


791 


lectin c 


Lectin C-type domain 


5.1e-06 


33.3 


1 


162-267 


792 


UDPGT 


UDP-glucoronosyl and 
UDP-glucosyl transferas 


5e-237 


800.8 


1 


1-447 


794 


Ubie_methyltr 
an 


ubiE/COQ5 

methyltransferase family 


6.3e-05 


-96.3 


1 


37-241 


794 


PCMT 


Protein-I^isoaspartate(D- 
aspartate) O 


0.038 


-104.6 


1 


23-192 


795 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


6.9e-31 


116.0 


1 


444-720 


799 


PH 


PH domain 


2.8e-l8 


74.1 


1 


14-112 


804 


ig 


Immunoglobulin domain 


0.0006 


26.5 


2 


35-111:146-197 


809 


ig 


Immunoglobulin domain 


0.0014 


25.4 


1 


109-171 
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811 


MHCJ 


Class I Histocompatibility 
antigen, domains 


l.le-06 


4.5 


1 


29-205 


812 


ig 


Immunoglobulin domain 


5.4e-41 


149.6 


5 


78-137:176-237:274- 
335:369-430:465-529 


813 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


295-358:393- 

452:1468-1530:1565- 

1627:1662- 

1724:1761- 

1823:1858- 

1926:1961- 

2020:2059- 

2120:2157- 

2218:2252- 

2313:2348-2412 


814 


ig 


Immunoglobulin domain 


2.2e- 
103 


356.8 


12 


490-553:588- 

647:1663-1725:1760- 

1822:1857- 

1919:1956- 

2018:2053- 

2121:2156- 

2215:2254- 

2315:2352- 

2413:2447- 

2508:2543-2607 


814 


LRR 


Leucine Rich Repeat 


l.le-25 


98.8 


6 


58-81:82-105:106- 
129:130-153:154- 
177:186-209 


814 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.1e-09 


42.9 


1 


219-280 


814 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.00025 


27.8 


1 


28-56 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E 
family 


1.6e-06 


34.6 


1 


4-251 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E 
family 


1.6e-06 


34.6 


1 


4-251 


819 


phoslip 


Phospholipase A2 


3.3e-48 


173.6 


-j 


21-145 


821 


MRMLE 


Mandelate racemase / 
muconate lactonizing en 


4.6e-05 


-4.2 




149-386 


821 


MR_MLE_N 


Mandelate racemase / 
muconate lactonizing en 


0.0031 


-0.4 


1 


1-112 


822 


NAP 


Nucleosome assembly 
protein (NAP) 


1.7e- 
190 


646.3 


1 


12-285 


823 


PP2C 


Protein phosphatase 2C 


6.2e-72 


252.4 


\ 


107-383 


824 


vwc 


von Willebrand factor type 
C domain 


3.8e-13 


57.1 




103-157:160-214 


825 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


0.00045 


-23.4 


1 


1-173 


826 


7tra_l 


7 transmembrane receptor 
(rhodopsin family) 


2.2e-40 


147.6 




40-287 


828 


RhoGAP 


RhoGAP domain 


1.9e-26 


101.3 




101-250 


829 


CUB 


CUB domain 


l.le-27 


105.4 




2-102 


830 


CUB 


CUB domain 


l.lc-27 


105.4 




2-102 


831 


myosin_head 


Myosin head (motor 
domain) 


9.7e-15 


-285.0 




37-318 


832 


myosinjiead 


Myosin head (motor 
domain) 


4.9e-23 


-122.5 


1 


37-408 
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834 


thyreoglobulin^ 
1 


Thyroglobulintype-1 repeat 


l.le-20 


82.1 


1 


316-379 


834 


kazal 


Kazal-type serine protease 
inhibitor 


1.5e-06 


35.2 


1 


139-183 


838 


LRR 


Leucine Rich Repeat 


9.7e-45 


162.1 


12 


61-84:85-108:109- 

132:133-156:157- 

180:181-204:205- 

228:229-252:253- 

276:277-300:301- 

324:326-349 


838 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.5e-09 


42.8 


1 


359-405 


838 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.031 


20.9 


1 


31-59 


841 


ank 


Ankyrin repeat 


8e-33 


122.5 


4 


1-27:29-61:130- 
162:164-196 


841 


SAM 


SAM domain (Sterile alpha 
motif) 


0.0031 


24.2 


1 


577-640 


844 


ic 


Immunoglobulin domain 


6.3e-39 


142.8 


4 


53-110:150-216:255- 
310:350-417 


845 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


845 


MAM 


MAM domain 


1.3e-52 


188.2 


1 


753-918 


847 


PLA2_B 


Lysophospholipase catalytic 
domain 


4.6e-50 


179.8 


1 


1108-1551 


847 


C2 


C2 domain 


1.6e-06 


35.1 


1 


797-880 


848 


PLA2JB 


Lysophospholipase catalytic 
domain 


8.3e-53 


188.9 


1 


357-800 


848 


C2 


C2 domain 


1.6e-06 


35.1 


1 


46-129 


851 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


48-105:169-227:265- 
344 


852 


ig 


Immunoglobulin domain 


3.6e-31 


117.0 


3 


44-101:165-223:261- 
340 


853 


ig 


Immunoglobulin domain 


2.8e-07 


37.6 


1 


44-101 


854 


C2 


C2 domain 


1.3e-70 


248.0 


2 


158-245:289-377 


855 


tspj 


Thrombospondin type 1 
domain 


1.7e-26 


101.5 


6 


546-596:827- 
881:945-995:1314- 
1364:1426- 
1471:1474-1530 


855 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


1.3e-15 


65.3 


1 


246-456 


855 


Pep_M12B_pr 
opep 

r r 


Reprolysin family 
propeptide 


9.2e-05 


8.5 


1 


105-222 


857 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


0.051 


-67.3 


1 


120-326 


858 


abhydrolase_2 


Phospholipase/Carboxyleste 
rase 


0.051 


-67.3 


1 


113-319 


859 


SRCR 


Scavenger receptor 
cysteine-rich domain 


3e-20 


80.7 


1 


336-433 


859 


Collagen 


Collagen triple helix repeat 
(20 copies) 


2.1e-12 


54.7 


1 


255-314 


860 


SRCR 


Scavenger receptor 
cysteine-rich domain 


2e-33 


124.5 


I 


396-493 


860 


Collagen 


Collagen triple helix repeat 


9.1e-13 


55.8 


1 


315-374 
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862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-89 


310.8 


12 


192-214:220- 

242:248-270:276- 

298:304-326:332- 

354:360-382:388- 

410:416-438:444- 

466:472-494:500-523 


864 


zf-CCCH 


Zinc ringer C-x8-C-x5-C- 
x3-H type 


le-06 


35.8 


1 


52-78 


865 


WD40 


WD domain, G-beta repeat 


5.7e-12 


53.2 


3 


203-238:271- 
307:360-393 


867 


aminotran 3 


Aminotransferase class-Ill 


3.3e-98 


339.7 


1 


76-509 


868 


aminotran 3 


Aminotransferase class-Ill 


6.8e-48 


172.5 


1 


2-406 


869 


trypsin 


Trypsin 


7e-63 


222.3 


1 


63-289 


870 


Glycos transf_ 
1 


Glycosyl transferases group 
1 


1.8e-06 


33.8 


1 


86-239 


873 


EGF | 


EGF-like domain 


1.2e- 
120 


414.3 


16 


7^3:50-81:88- 

119:126-157:168- 

199:203-234:243- 

279:280-311:319- 

350:358-389:396- 

427:492-523:530- 

561:568-599:606- 

637:1046-1077 


873 


fh3 


Fibronectin type III domain , 


4.1e-34 


126.7 


3 


641-722:740- 
823:839-921 


873 


sushi 


Sushi domain (SCR repeat) 


3.8e-05 


30.5 




433-486 


875 


AdoHcyase 


S-adenosyl-L-homocysteine 
hydrolase 


1.5e- 
280 


945.4 


1 


81-507 


878 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


7.4e-54 


192.3 


1 


146-382 


879 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


7.4e-54 


192.3 


i 


146-382 


880 


fibrinogen_C 


Fibrinogen beta and gamma 
chains, C-term 


7.4e-54 


192.3 


i 


146-382 


883 


aa_perm eases 


Amino acid permease 


3.9e-07 


-148.3 


1 


40-475 


883 


Aa_trans 


Transmembrane amino acid 
transporter pro 


0.0067 


-123.4 


1 


42-460 


884 


pkinase 


Protein kinase domain 


9.3e-06 


-52.2 


1 


100-659 


885 


lectin c 


Lectin C-type domain 


0.0011 


6.9 




47-128 


888 


Peptidase_M20 


Peptidase family 
M20/M25/M40 


0.00043 


16.2 


1 


55-357 


889 


sugar_tr 


Sugar (and other) 
transporter 


0.017 


-118.8 


1 


1-335 


891 


ig 


Immunoglobulin domain 


7.5e-05 


29.6 


J 


55-127 


892 


bromodomain 


Bromodomain 


6.9e-87 


302.1 




oJ-l!>z:J^o-44D 


893 


OLF 


Olfactomedin-like domain 


1.2e- 
120 


414.2 




220-470 


894 


ig 


Immunoglobulin domain 


7.1e-16 


66.2 




262-322:354-414 


894 


kazal 


Kazal-type serine protease 
inhibitor domain 


le-09 


45.7 




88-132 


894 


efhand 


EF hand 


0.0013 


25.4 




178-206 


895 


aminotran_l_2 


Aminotransferase class I 
and II 


8.5e-ll 


49.3 




81-416 


896 


UM 


LIM domain 


5.4e-42 


152.9 


4 


24-80:83-140:153- 
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nnn.^lO 0*71 ~ 

zuy .212-2/ 1 


896 


VHP 


Villin headpiece domain 


7.1e-20 


79.5 


1 


538-573 


897 


pltinase 


Protein kinase domain 


8.1e- 
102 


351.7 


1 




898 


pkinase 


Protein kinase domain 


8.1e- 
102 


351.7 


1 


543-800 


898 


DCX 


Doublecortin 


5.7e-10 


46.6 


1 


130-194 


899 


GST_C 


Glutathione S-transferase, 
C-terminal domain 


0.088 


11.8 


1 


254-370 


900 


Clq 


Clq domain 


7.6e-72 


252.1 


1 


116-241 


900 


Collagen 


Collagen triple helix repeat 
(20 copies) 


8.4e-06 


32.7 


1 


37-97 


902 


BRCT 


BRCA1 C Terminus 
(BRCT) domain 


4e-92 


319.5 


6 


10-93:96-183:479- 
57U:579-ooo: 15 h 
ozj:o4o-y44 


903 


BRCT 


BRCA1 C Terminus 
(BRCT) domain 


2.7e-06 


34.4 


1 


10-93 


905 


LRRCT 


Leucine rich repeat C- 
terminal domain 


7.5e-09 


42.8 


1 


37-83 


905 


LRR 


Leucine Rich Repeat 


0.0066 


23.1 


1 


4-27 


906 


ig 1 


Immunoglobulin domain 


0.002 


24.8 


1 


Of *7A 

25-79 


907 


TB2 DPI HV 
A22 


TB2/DP1, HVA22 family 


le-34 


128.7 


1 


2-96 


908 


An peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


770-15Uy 


908 


ig 


Immunoglobulin domain 


le-34 


128.8 


4 


224-283 :52U- 
376:409-472:533-590 


908 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


Di-/4:/->-yo:yy- 
122:123-146 


908 


LRRCT, 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


1 C£. OAO 

156-208 


908 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1 /|<ia t AC\A 

1439-1494 


908 


TILa 


TILa domain 


0.023 


12.0 


1 


i i<)o 1 A A1 

1438-1491 


909 


An_peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


OA 1 1 1 A A 

801-134U 


909 


ig 


Immunoglobulin domain 


le-34 


128.8 


4 


255-3 14:35 1- 
407:440-503:564-621 


909 


LRR 


Leucine Rich Repeat 


4.7e-22 


86.7 


4 


82-105: lUo- 129:1 3U- 
153:154-177 


909 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


1 OT Tin 

187-239 


909 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1470-1525 


909 


TILa 


TILa domain 


0.023 


12.0 


1 


1469-1522 


910 


An_peroxidase 


Animal haem peroxidase 


3e-193 


655.4 


1 


663-1202 


910 


ig 


Immunoglobulin domain 


3.2e-24 


93.9 


3 


201-260:297- 


910 


LRR 


Leucine Rich Repeat 


2.6e-18 


74.3 


4 


51-74:75-98:99- 
122:123-146 


910 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1332-1387 


910 


TILa 


TILa domain 


0.023 


12.0 


1 


1331-1384 


911 


EGF 


EGF-like domain 


3.1e-50 


180.3 


9 


47-99:106-141:172- 
203:210-245:574- 
605:823-854:861- 
892:901-933:940-971 
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911 


laminin G 


Laminin G domain 


0.0002 


25.1 


2 


275-401:663-788 


914 


cNMPJrinding 


Cyclic nucleotide-binding 
domain 


1.5e-65 


231.2 


2 


152-240:270-364 


914 


Rlla 


Regulatory subunit of type 
II PICA R-subu 1 


4.8e-13 


56.8 


1 


25-62 


915 


DIL 


DIL domain 


6.6e-40 


146.0 


1 


214-323 


915 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


2e-12 


54.7 


1 


555-639 


916 


lipoxygenase 


Lipoxygenase 


3.3e- 
193 


655.3 


1 


121-648 


916 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


917 


lipoxygenase 


Lipoxygenase 


0.00053 


-342.4 


1 


91-294 


918 


PLAT 


PLAT/LH2 domain 


1.6e-29 


111.5 


1 


2-111 


918 


lipoxygenase 


Lipoxygenase 


4e-06 


-297.4 


1 


121-323 


926 


Aajrans 


Transmembrane amino acid 
transporter protein 


L3e- 
138 


473.9 


1 


114-517 


. 927 


EGF 


EGF-Hke domain 


5.8e-36 


132.9 


6 


29-57:60-88:95- 

128:135-171:178- 

209:216-247 


930 


DUF6 


Integral membrane protein 
DUF6 


0.00017 


28.3 


2 


8-129:147-277 


933 


Peptidase JM24 


metallopeptidase family 
M24 


2.1e-69 


244.0 


1 


87-326 


938 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


1.8e-20 


81.4 


1 


93-174 


938 


L27 


L27 domain 


6.5e-16 


66.3 


1 


13-68 


940 


mn 


RNA recognition motif. 


2.7e-46 


167.2 


4 


61-128:186-253:339- 
406:456-524 


941 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


66-92:99-133:139- 
173:179-218:224-259 


941 


MAM 


MAM domain 


1.7e-13 


58.3 


1 


403-547 


942 


EGF 


EGF-like domain 


1.9e-18 


74.7 


5 


71-97:104-138:144- 
1 /o: 1 cA"LLD.L2.\)~l\y\ 


942 


MAM 


MAM domain 


1.7e-13 


58.3 


1 




943 


PHD 


PHD-finger 


2.9e-10 


47.5 


1 


or no 


943 


bromodomain 


Bromodomain 


8.2e-10 


46.0 


1 


1 A C\ IOC 

149-235 


943 


zf-MYND 


MYND finger 


7e-07 


36.3 


1 


977-1011 i 


943 


PWWP 


PWWP domain 


7.5e-06 


32.9 


-1 


269-340 


944 


PHD 


PHD-finger 


2.9e-10 


47.5 


1 


85-128 


944 


bromodomain 


Bromodomain 


8.2e-10 


46.0 


1 


149-235 


944 


PWWP 


PWWP domain 


7.5e-06 


32.9 




269-340 


945 


PHD 


PHD-finger 


2.9e-10 


47.5 


i 


85-128 


945 


bromodomain 


Bromodomain 


8.2e-10 


46.0 




149-235 


945 


zf-MYND 


MYND finger 


7e-07 


36.3 


i 


1023-1057 


945 


PWWP 


PWWP domain 


7.je-Uo 








946 


PHD 


PHD-finger 


2.9e-10 


47.5 




90-133 


946 


bromodomain 


Bromodomain 


8.2e-10 


46.0 




154-240 


946 


zf-MYND 


MYND finger 


7e-07 


36.3 




1028-1062 


946 


PWWP 


PWWP domain 


7.5e-06 


32.9 




274-345 


950 


ion trans 


Ion transport protein 


3.5e-19 


77.1 




345-518 


951 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


3e-88 


306.6 




210-409 


951 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


80-198 
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951 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


426-501 j 


953 


ank 


Ankyrin repeat 


2e-46 


167.6 


7 


151-183:184- 1 
215:216-248:250- 
282:283-328:329- 
361:362-401 


954 


interferon 


Interferon alpha/beta 
domain 


1.8e-17 


71.5 


1 


16-171 


956 


adh short 


short chain dehydrogenase 


1.3e-07 


21.8 




31-188 


958 


acid phosphat 


Histidine acid phosphatase 


1.7e-58 


207.7 


1 


30-381 


959 


serpin 


Serpin (serine protease 
inhibitor) 


6.4e- 
179 


607.8 


1 


1-329 


960 


serpin 


Serpin (serine protease 
inhibitor) 


9.1e- 
200 


677.1 


1 


47-397 


961 


serpin 


Serpin (serine protease 
inhibitor) 


3.2e- 
200 


678.5 


1 


47-397 


962 


serpin 


Serpin (serine protease 
inhibitor) 


1.2e- 
203 


689.9 


1 


47-397 


964 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


5.8e-96 


332.2 


1 


232-426 


964 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


4.4*41 


149.9 


1 


112-220 


964 


disintegrin 


Disintegrin 


2.5e-09 


44.5 


i 


444-517 


965 


Uteroglobin 


Uteroglobin family 


1.4e-05 


31.8 


1 


1-88 


966 


GDA1_CD39 


GDA1/CD39 (nucleoside 
phosphatase) family 


5.7e-92 


319.0 


1 


48-483 


967 


Clq 


Clq domain 


6.1e-44 


159.4 




73-202 


970 


if? 


Immunoglobulin domain 


1.6e-06 


35.1 




41-124:156-230 


970 


zf-CCHC 


Zinc knuckle 


5.7e-05 


30.0 




523-540 


971 


pentaxin 


Pentaxin family 


8.1e-22 


85.9 




281-479 


973 


bZIP 


bZIP transcription factor 


0.024 


19.0 




622-686 


974 


WD40 


WD domain, G-beta repeat 


0.003 


24.3 




37-72:77-113:122- 
156:211-247 


975 


ion trans 


Ion transport protein 


0.0031 


24.2 




248-408 


976 


ion trans 


Ion transport protein 


0.0031 


24.2 




322-482 


977 


zf-C2H2 


Zinc finger, C2H2 type 


2.5e-55 


197.2 


35 


4-27:108-131:162- 

185:243-266:439- 

462:470-492:600- 

623:843-866:886- 

908:925-948:1030- 

1053:1114- 

1137:1193- 

1216:1265- 

1288:1312- 

1335:1369- 

1392:1470- 

1493:1515- 

1538:1577- 

1600:1660- 

1683:1697- 

1720:1767- 

1790:1846- 

1869:1892- 

1914:1968- 

1990:2051- 

2073:2085- 

2107:21 14- 
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2137:2143- 
2166:2251- 
2274:2280- 
2303:2314- 
2336:2360- 
2382:2388- 
2411:2474-2496 


980 


trypsin 


Trypsin 


7.9e-18 


72.7 


1 


155-326 


980 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


8e-12 


52.7 


1 


332-427 


980 


kazal 


Kazal-type serine protease 
inhibitor domain 


3.7e-05 


30.6 


1 


63-117 


981 


asp 


Eukaryotic aspartyl protease 


8.1e- 
104 


358.3 


1 


19-421 


984 


Zn carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


985 


Zn carbOpept 


Zinc carboxypeptidase 


2e-114 


393.5 


1 


50-332 


986 


NifU_N 


NifU-like N terminal 
domain 


4.2e-80 


279.5 


1 


34-160 


988 


UPAR LY6 


u-PAR/Ly-6 domain 


1.8e-05 


31.6 


1 


28-110 


990 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-12 


55.2 


3 


53-78:87-114:120- 
144 


991 


pkinase 


Protein kinase domain 


8.6e-90 


311.7 


1 


20-312 


992 


spectrin 


Spectrin repeat 


6.6e-26 


99.5 


7 


17-121:124-226:229- 

340:343-449:452- 

556:781-888:891-999 


994 


Clq 


Clq domain 


2.1e-31 


117.8 


1 


160-284 


994 


Collagen 


Collagen triple helix repeat 
(20 copies) 


0.00022 


22.3 


1 


76-135 


995 


Allantoicase 


Allantoicase repeat 


8.7e- 
122 


418.0 


2 


1-136:159-319 


996 


ig 


Immunoglobulin domain 


4.9e-ll 


50.1 


3 


37-151:182-243:275- 
335 


997 


RasGEF 


RasGEF domain 


1.7e-88 


307.4 


-j 


999-1184 


997 


RhoGEF 


RhoGEF domain 


8.2e-68 


238.7 




247-428 


997 


PH 


PH domain 


2.3e-35 


130.9 




23-133:460-588 


997 


RasGEFN 


Guanine nucleotide 
exchange factor for Ras-1 


4.9e-18 


73.3 


1 


633-688 


997 


IQ 


IQ calmodulin-binding 
motif 


0.012 


22.2 




206-226 


999 


Kjetra 


K+ channel tetramerisation 
domain 


6e-31 


116.2 


1 


24-126 


1002 


PHD 


PHD-finger 


L9e-17 


71.4 




185-233 


1002 


zf-C3HC4 


Zinc finger, C3HC4 type 
(RING finger) 


0.00078 


26.2 


1 


108-156 


1003 


WD40 


WD domain, G-beta repeat 


1.8e-24 


94.7 


6 


768-802:959- ! 

OQ9-107fL1 104-1 1 1 H- 

1145:1151- 
1185:1191-1225 


1004 


zz 


Zinc finger, ZZ type 


4.6e-ll 


50.2 


1 


3-48 


1004 


zf-C2H2 


Zinc ringer, C2H2 type 


0.012 


22.2 


1 


78-101 


1006 


C2 


C2 domain 


9.6e-05 


29.2 


1 


304-394 


1007 


IBNJMT 


Importin-beta N-terminal 
domain 


9.5e-28 


105.6 


1 


22-101 


1009 


ArfGap 


Putative GTP-ase activating 
protein for Arf 


1.4e-35 


131.6 


1 


250-373 
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1009 


PH 


PH domain 


1.7*14 


61.6 


1 


136-227 


1009 


ank 


Ankyrin repeat 


2e-ll 


51.4 


2 


411-446:447-479 


1009 


SH3 


SH3 domain 


1.7*10 


48.3 


1 


881-938 


1011 


ig 


Immunoglobulin domain 


1.2e-48 


175.1 


6 


80-148:183-242:281- 

342:379-440:474- 

535:570-634 


1015 


efhand 


EFhand 


3.7e-26 


100.3 


4 


29-57:65-93:102- 
130:138-166 


1018 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.7e-76 


266.4 


1 


87-350 


1019 


LRR 


Leucine Rich Repeat 


2.9*41 


150.5 


14 


82-105:106-129:133- 

157:158-181:182- 

205:206-229:251- 

272:329-352:377- 

399:403-426:427- 

444:463-486:537- 

558:559-582 


1021 


RasGEF 


RasGEF domain 


le-47 


172.0 




907-1092 


1021 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-17 


70.2 


1 


580-661 


1021 


cNMP_binding 


Cyclic nucleotide-binding 
domain 


3.8e-13 


57.1 


1 


345-435 


1021 


RA 


Ras association 
(RalGDS/AF-6) domain 


1.3e-05 


32.1 


1 


799-885 


1022 


RasGEF 


RasGEF domain 


le-47 


172.0 


1 


857-1042 


1022 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2e-17 


70.2 


1 


530-611 


1022 


cNMPJunding 


Cyclic nucleotide-binding 
domain 


3.8e-13 


57.1 


1 


295-385 


1022 


RA 


Ras association 
(RalGDS/AF-6) domain . 


1.3e-05 


32.1 


1 


749-835 


1026 


Ricin_B_lectin 


QXW lectin repeat 


1.3e-ll 


52.1 


3 


134-172:187- 
225:226-265 


1027 


SCF 


Stem cell factor 


2.4e- 
119 


409.9 


1 


1-216 


1028 


cadherin 


Cadherin domain 


1.9*75 


264.0 


4 


50-141:155-250:264- 
366:379-470 


1029 


cadherin 


Cadherin domain 


1.4*78 


274.5 


4 


50-141:155-250:264- 
366:379-470 


1030 


PH 


PH domain 


1.2*10 


48.8 




522-624 


1031 


Renal_dipeptas 
e 


Renal dipeptidase 


1.3*73 


258.0 


1 


54-377 


1032 


aa_perm eases 


Amino acid permease 


3.9*07 


-148.3 


rj 


40-475 


1032 


Aa_trans 


Transmembrane amino acid 
transporter pro 


0.0067 


-123.4 




42-460 


1033 


FTHFS 


Formate-tetrahydrofolate 
ligase 


0 


1367.2 




360-979 


1033 


THF DHG C 
YH 


Tetrahydrofolate 
dehydrogenase/cyclohyd 


1.5*07 


21.3 




68-180 


1033 


THF DHG C 
YH C 


Tetrahydrofolate 
dehydrogenase/cyclohyd 


3.7e-05 


-45.5 




182-329 


1035 


RhoGEF 


RhoGEF domain 


9.1*26 


99.0 




778-962 


1035 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.2*12 


53.6 




47-122 


1035 


PH 


PH domain 


0.081 


19.5 


1 


1006-1119 
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1037 


PH 


PH domain 


2.4e-10 


47.8 


1 


17-124 


1037 


efhand 


EFhand 


2.7e-08 


41.0 


2 


138-166:174-202 


1039 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


3.9e-22 


87.0 


1 


40-289 


1040 


tspj 


Thrombospondin type 3 
repeat 


l.le-22 


88.9 


9 


404-418:440- 

454:463-477:499- 

513:522-536:537- 

551:560-574:600- 

614:615-627 


1040 


TSPN 


Thrombospondin N- 
terminal -like domain 


2.3e-05 


22.9 


1 


1-101 


1042 


PTR2 


POT family 


7.4e-85 


295.3 


1 


103-471 


1043 


FH2 


Formin Homology 2 
Domain 


4e-105 


362.7 


1 


595-1038 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e- 
140 


478.8 


19 


114-136:142- 

164:170-192:198- 

220:226-248:254- 

276:282-304:310- 

332:338-360:366- 

388:394-416:422- 

444:450-472:478- 

500:506-528:534- 

556:562-584:590- 

612:618-640 


1044 


KRAB 


KRAB box 


6.4e-27 


102.9 


1 


8-48 


1044 


zf-BED 


BED zinc finger 


0.099 


10.5 


2 


431-473:603-641 


1046 


PA 


PA domain 


4.1e-20 


80.3 


1 


155-255 


1048 


TIG 


IPT/TIG domain 


5.9e-57 


202.6 


3 


803-893:895- 
980:983-1092 


1048 


PSI 


Plexin repeat 


7.4e-26 


99.3 


2 


AZO rift icn OA1 

468-519:759-801 


1048 


Sema 


Sema domain 


1.6e-ll 


-3.7 


1 


34-449 


1049 


BTB 


BTB/POZ domain 


1.7e-26 


101.4 


1 


20-124 


1050 


ABC tran 


ABC transporter 


9.9e-37 


135.5 


1 


26-217 


1051 


ZZ 


Zinc finger, ZZ type 


4.6e-ll 


50.2 


1 


3-48 


1051 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


22.2 


1 


78-101 


1052 




Immunoglobulin domain 


1.2e-ll 


52.2 


2 


34-110:150-204 


1053 


CUB 


CUB domain 


2.5e-12 


54.4 


1 


156-260 


1053 


WSC 


WSC domain 


0.002 


18.6 


1 


^1-142 


1054 


ig 


Immunoglobulin domain 


0.0026 


24.4 


1 


36-113 


1055 


MHC_I 


Class I Histocompatibility 
antigen, domains 


2.4e- 
146 


499.6 


1 


25-203 


1055 


ig 


Immunoglobulin domain 


8.5e-08 


39.3 


1 


220-285 


1057 


LBP_BP1_CE 
TP C 


LBP/BPI/CETP family, 
C-terminal do 


0.00076 


-0.8 


1 


217-444 


1062 


PMP22_Claudi 
n 


PMP- 

22/EMP/MP20/Claudin 
family 


1.8e-44 


161.2 


1 


4-181 


1064 


PDZ 


PDZ domain (Also known 
as DHR or GLGF) 


4.8e-71 


249.5 


5 


1-84:209-297:310- 
393:409-490:694-775 


1065 


PID 


Phosphotyrosine interaction 
domain (PTB/PID) 


l.le-44 


161.8 


1 


42-168 


1067 


pkinase 


Protein kinase domain 


2.8e-73 


256.8 


1 


12-272 


1068 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


5.6e-37 


136.3 


1 


38-185 


1069 


lactamase B 


Metallo-beta-lactamase 


3e-35 


130.6 


1 


7-172 



WO 2004/080148 



PCT/US2003/030720 



482 
TABLE 4A 



SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 






superfamily 










1070 


annexin 


Annexin 


2e-128 


440.1 1 


4 


57-124:128-196:212- 
280:288-355 


1071 


SNF 


Sodiumineurotransmitter 
sym porter family 


0 


1202.5 


1 


44-574 


1072 


ig 


Immunoglobulin domain 


0.0008 


26.1 


! 


38-122 ! 


1073 


Glypican 


Glypican 


2.1e- 
291 


981.5 


1 


3-566 


1074 


PAP assoc 


PAP/25A associated domain 


4.2e-12 


53.7 




490-549 


1074 


rrm 


RNA recognition motif. 


7.2e-08 


39.6 


1 


58-123 


1075 


Glyco trans f 2 
9 


Glycosyltransferase family 
29 


3.6e-69 


243.2 


1 


213-507 


1078 


A2M 


Alpha-2-macroglobulin 
family 


3.4e- 
195 


661.8 


1 


721-1469 


1078 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


1.6e-88 


307.5 


1 


1-623 


1079 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 


1 


14-636 


1080 


A2MJN 


Alpha-2-macroglobulin 
family N-terminal regi 


1.5e-38 


141.5 




1-563 


1081 


A2M 


Alpha-2-macroglobulin 
family 


1.3e- 
200 


679.9 




721-1469 


1081 


A2MJSF 


Alpha-2-macroglobulin - 
family N-terminal regi 


1.6e-88 


307.5 




1-623 


1082 


A2M_N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 




1-623 


1083 


COesterase 


Carboxylesterase 


2.1e- 
155 


529J 




6-547 


1084 


EGF 


EGF-like domain 


9.5e-90 


311.6 


18 


192-219:404- 

431:631-666:878- 

914:920-956:962- 

997:1003-1037:1043- 

1078:1084- 

1119:1125- 

1160:1166- 

1201:1207- 

1243:1249- 

1285:1291- 

1328:1429- 

1466:1472- 

1507:1626- 

1661:1667-1706 


1084 


TB 


TB domain 


1.8e-78 


274.1 


4 


567-610:688- 

729:1358-1401:1535- 

1577 


1086 


fo3 


Fibronectin type III domain 


5.9e-95 


328.9 


5 


373-459:501- 

587:602-685:700- 

786:802-888 


1086 


ig 


Immunoglobulin domain 


3e-24 


94.0 


4 


168-232:285- 

347:1133-1191:1349- 

1409 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


4.6e-33 


123.3 


4 


161-183:189- 
211:217-239:245-267 


1087 


KRAB 


KRAB box 


1.9e-24 


94.6 


1 


14-54 


1088 


KRAB 


KRAB box 


1.9e-24 


94.6 


1 


14-54 


1088 


zf-C2H2 


Zinc finger, C2H2 type 


le-07 


39.1 


1 


161-183 
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1089 


Keratin_B2 


Keratin, high sulfur B2 
protein 


2.5e-17 


71.0 


1 


2-153 


1090 


Keratin_B2 


Keratin, high sulfur B2 
protein 


0.0059 


-33.4 


1 


2-76 

- 


1091 


Keratin_B2 


Keratin, high sulfur B2 
protein 


L9e-06 


21.1 


2 


2-108:111-205 


1092 


abhydrolase 


alpha/beta hydrolase fold 


1.6e-12 


55.0 


1 


111-390 


1093 


abhydrolase 


alpha/beta hydrolase fold 


1.6e-12 


55.0 


1 


171-450 


1094 


7tm 3 


7 transmembrane receptor 


5.5e-08 


10.8 


1 


22-271 


1096 


lectin c 


Lectin C-type domain 


2.3e-25 


97.7 


1 


100-208 


1097 


lectin c 


Lectin C-type domain 


6.5e-27 


102.8 


1 


100-208 


1098 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


1.7e-41 


151.3 


1 


41-290 


1099 


SEA 


SEA domain 


0.00037 


27.2 


I 


330-447 ] 


1100 


ig 


Immunoglobulin domain 


5e-ll 


50.1 


3 


146-203:245- 
295:331-405 


1101 


An_peroxidase 


Animal haem peroxidase 


2.7e- 
194 


658.9 


1 


726-1265 


1101 


ig 


Immunoglobulin domain 


4.4e-36 


133.3 


4 


248-307:344- 
400:433-490:525-582 


1101 


LRR 


Leucine Rich Repeat 


3.1e-25 


97.3 


5 


51-74:75-98:99- 
122:123-146:147-170 


1101 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


180-232 


1101 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1395-1450 


1101 


TILa 


TILa domain 


0.023 


12.0 


1 


1394-1447 


1102 


An_peroxidase 


Animal haem peroxidase 


2.7e- 
194 


658.9 


1 


702-1241 


1102 


ig 


Immunoglobulin domain 


4.4e-36 


133.3 


4 


224-283:320- 
376:409-466:501-558 


1102 


LRR 


Leucine Rich Repeat 


3.2e-21 


83.9 


4 


51-74:75-98:99- 
122:123-146 


1102 


LRRCT 


Leucine rich repeat C- 
terminal domain 


8.4e-ll 


49.3 


1 


156-208 


1102 


vwc 


von Willebrand factor type 
C domain 


7e-08 


39.6 


1 


1371-1426 


1102 


TILa 


TILa domain 


0.023 


12.0 


1 


1370-1423 


1113 


pkinase 


Protein kinase domain 


3e-45 


163.8 


1 


194-468 


1117 


ig 


Immunoglobulin domain 


5.8e-17 


69.8 


4 


30-87:127-186:281- 
337:375-434 


1118 


ig 


Immunoglobulin domain 


0.00012 


28.9 


2 


42-98:136-195 


1119 


EBNJMT 


Importin-beta N-terminal 
domain 


3.4e-23 


90.5 


1 


28-100 


1120 


ank 


Ankyrin repeat 


7.7e-21 


82.7 


2 


920-952:953-985 


1120 


SH3 


SH3 domain 


6.1e-15 


63.1 


1 


1022-1079 


1122 


TPR 


TPR Domain 


6.4e-09 


43.1 


3 


124-157:158- 
191:192-225 


1124 


ank 


Ankyrin repeat 


2.9e-46 


167.1 


6 


31-63:64-96:97- 

129:130-162:163- 

195:196-228 


1125 


ank 


Ankyrin repeat 


3.4e-38 


140.3 


5 


31-63:64-96:97- 
129:130-162:163-195 


1129 


F5_F8_type_C 


F5/8 type C domain 


1.4e-54 


194.8 


1 


34-174 


1129 


laminin G 


Laminin G domain 


1.4e-07 


38.6 


1 


212-344 
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1130 


F5 F8 typeC 


F5/8 type C domain 


1.4e-54 


194.8 


1 


34-174 


1130 


laminin_G 


Laminin G domain 


3.1e-44 


160.4 


4 


212-344:398- 

525:821-943:1046- 

1179 


1130 


EGF 


EGF-like domain 


9.1e-07 


35.9 


2 


551-583:962-996 


1131 


Glycos transf_ 
2 


Glycosyl transferase 


6.5e-31 


116.1 


1 


155-341 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00059 


26.6 


2 


467-507:558-596 


1133 


pkinase 


Protein kinase domain 


1.7e-48 


174.5 


1 


11-347 


1135 


C2 


C2 domain 


l.le-42 


155.2 


2 


7-88:135-216 


1135 


RasGAP 


GTPase-activator protein for 
Ras-like GTPase 


5.2e-34 


126.4 


1 


323-513 


1135 


PH 


PH domain 


5.8e-08 


39.9 


1 


567-673 


1135 


BTK 


BTK motif 


9.2e-05 


28.9 


1 


675-711 


1137 


MAM 


MAM domain 


l.le-22 


88.9 


1 


452-593 


1137 


EGF 


EGF-like domain 


3.5e-15 


63.9 


5 


60-86:123-157:163- 
197:203-242:248-283 


1143 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


0.00045 


-23.4 


1 


1-173 


1144 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.2e-40 


147.6 


1 


40-287 


1147 


IL1 


Interleukin-1 / 18 


4.3e-21 


83.5 


1 


12-152 


1148 


filament 


Intermediate filament 
protein 


5e-101 


349.0 


1 


1-299 


1150 


MBOAT 


MBOAT family 


1.4e-06 


-27.4 


1 


130-323 


1151 


filament 


Intermediate filament 
protein 


2.1e- 
116 


400.1 


1 


131-412 


1152 


Peptidase_M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1152 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- " 
317:322-369:371-411 


1153 


Peptidase_M10 


Matrixin 


4.4e-84 


292.8 


1 


36-202 


1153 


hemopexin 


Hemopexin 


6e-37 


136.2 


4 


231-273:275- 
317:322-369:371-411 


1155 


LBP_BPI_CE 
TP_C 


LBP/BPI/CETP family, 
C-terminal do 


3.1e-30 


113.9 


1 


242-478 


1155 


LBP_BPI_CE 
TP 


LBP/BPI/CETP family, 
N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1156 


HMG_box 


HMG (high mobility group) 
box 


3.1e-31 


117.2 


1 


85-153 


1159 


DNAJigase 


ATP dependent DNA ligase 
domain 


3.7e-57 


203.3 


1 


480-645 


1159 


zf-PARP 


Poly(ADP-ribose) 
polymerase and DNA- 
Ligase 


8.5e-52 


185.5 


1 


93-185 


1160 


serpin 


Serpin (serine protease 
inhibitor) 


7.7e- 
150 


511.2 


1 


3-425 


1167 


ig 


Immunoglobulin domain 


3.4e-16 


67.2 


3 


42-96:135-197:237- 
297 


1169 


lectin c 


Lectin C-type domain 


2e-18 


74.6 


1 


131-231 


1171 


WD40 


WD domain, G-beta repeat 


4.4e-80 


279.5 


8 


224-260:280- 
316:321-357:363- 
398:404-440:446- 
491:497-533:539-574 


1172 


MBOAT 


MBOAT family 


1.6e-08 


6.7 


1 


488-777 


1172 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 
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1173 


MBOAT 


MBOAT family 


1.6e-08 


6.7 


1 


JAA #V*J« I 

488-777 


1173 


ig 


Immunoglobulin domain 


2.9e-08 


40.9 


2 


42-99:139-198 


1174 


MBOAT 


MBOAT family 


5.1e-65 


229.4 




130-373 


1175 


PTE 


Phosphotriesterase family 


1.4e-90 


314.4 




6-233 


1183 


PS_DcarbxyIas 
e 


Phosphatidylscrine 
decarboxylase 


6.5e-45 


162.6 


i 


232-467 


1184 


TSC22 


TSC-22/dip/bun family 


1.3e-40 


148.4 




124-183 


1188 


DPPIV_N_ter 
m 


Dipeptidyl peptidase IV 
(DPPIV)N-termi 


5.1e-08 


-71.7 


i 


132-680 


1188 


Peptidase_S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 | 




684-764 1 


1189 


DPPlVJSMer 
m 


Dipeptidyl peptidase IV 
(DPPIV)N-termi 


5.1e-08 


-71.7 




132-680 


1189 


PeptidaseJS9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




684-764 


1190 


DPPIVJNMer 
m 


Dipeptidyl peptidase IV 
(DPP IV) N-termi 


3.8e-07 


-94.7 




132-667 


1190 


Peptidase_S9 


Prolyl oligopeptidase family 


1.7e-06 


35.0 




671-751 


1191 


Ribosomal_S2 
5 


S25 ribosomal protein 


6.5e-66 


232.4 




1-100 


1193 


ank 


Ankyrin repeat 


1.2e- 
239 


809.5 


27 


49-81:82-114:115- 

147:148-180:181- 

213:214-246:247- 

279:280-313:314- 

346:347-379:380- 

412:431-463:464- 

496:497-557:558- 

591:593-625:626- 

658:660-692:696- 

728:729-761:762- 

797:798-827:830- 

864:865-897:898- 

931:932-964:968- 

1000 


1194 


trypsin 


Trypsin 


2.5e-18 


74.3 


1 


166-342 


1196 


vwc 


von Willebrand factor type 
C domain 


0.043 


12.4 




50-105:108-163 


1197 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


L2e-28 


108.6 


1 


46-295 


1198 


MethyltransfD 
12 


D12 class N6 adenine- 
specific DNA met 


0.0057 


-49.7 


1 


30-153 


1199 


lipocalin 


Lipocalin / cytosolic fatty- 
acid binding pr 


1.3e-22 


88.6 


1 


32-176 


1200 


tRNA-syntJ2 


tRNA synthetases class II 
(D,KandN) 


7.4e-91 


315.3 


1 


135-473 


1200 


tRNA_anti 


OB-fold nucleic acid 
binding domain 


7.3e-ll 


49.5 


1 


44-118 


1202 


FAD binding_ 
2 


FAD binding domain 


8.6e-09 


-83.1 




J-IOZ 


1203 


RasGEF 


RasGEF domain 


1.9e-16 


68.1 




211-412 


1204 


KH-domain 


KH domain 


1.9e-50 


181.0 




17-63:101-150:265- 
313 


1206 


transket_pyr 


Transketolase, pyridine 
binding domai 


4e-74 


259.7 




14-191 


1206 


transketolase 
C 


Transketolase, C-terminal 
domain 


5e-55 


196.2 




208-331 


1207 


Calsequestrin 


Calsequestrin 


1.7e- 


1001.7 




1-390 



WO 2004/080148 



PCT/US2003/030720 



486 
TABLE 4 A 



CPA 

ID 


iviouei 




E- 
value 


Score 


Repeats 


Position 








297 










ig 


Tmmti«r»o , lrtlMi1iri rinma.ni 

lllililllllUglUUUllll U.Uliia.111 


l.le-13 


58.9 


2 


35-112:154-228 


1213 


cadherin 


Cadherin domain 


9e-81 


281.8 


6 


33-126:140-235:249- 

343:357-448:462- 

558:576-667 


1214 


calreticulin 


Calreticulin family 


2.7e- 
206 


698.7 


1 ! 


21-317 


1991 




Osteonontin 


4.6e- 
173 


588.4 


1 


1-279 


1222 


scrpin 


Serpin (serine protease 
inhibitor) 


2.4e- 
155 


529.5 


1 


80-443 


1223 


ig 


Immunoglobulin domain 


4.8e-15 


63.4 


2 


31-101:252-303 


1225 


DNA topoisol 
V 


DNA gyrase/topoisomerase 
IV, subunit A 


3.7e- 
180 


611.9 


1 


653-1120 


I??, 4 ) 


DNA_gyraseB 


DNA gyrase B 


1.3e-56 


201.6 


1 


210-370 


1225 


HATPase_c 


Histidine kinase-, DNA 
gyrase B-, and H ! 


1.8e-13 


58.2 


1 


16-164 


1226 


AMP-binding 


AMP-binding enzyme 


3.6e-80 


279.7 


1 


105-539 


1227 


pa 


PCI domain 


0.016 


18.5 


1 


26-117 


1228 


Clq 


Clq domain 


5.9e-45 


162.8 


1 


73-202 


1230 


ank 


Ankyrin repeat 


3.6e- 
215 


728.2 


28 


7-39:40-72:86- 

147:148-180:181- 

213:214-246:247- 

97Q-? 80-^12*^1 3- 

346:347-379:380- 

41 2-41 3-445*464- 

496:497-529:530- 

590-591-621-626- 

658:659-691:693- 

725:729-761:762- 

794:795-827:832- 

862:864-897:899- 

931:932-965:966- 

998:1002-1034 


1231 


LBP_BPI_CE 

tp r* 
lr ^ 


LBP/BPI/CETP family, 

Vs-lCll 1111 lol uu 


9.4e-24 


92.3 


1 


242-470 


1231 


LBP_BPI_CE 

TP 


LBP/BPI/CETP family, 

M-tprminnl t\c\ 


3.3e-22 


87.2 


1 


26-240 


1 on 


t r»p p»pi pp 

TP C 


T RP / BPI / CETP familv 
C-terminal do 


3.1e-22 


87.3 


1 


242-470 


1 OT> 


T TIP RPI PR 
LDr DLL V_/ll 

TP 


T pp / ppT / PFTP familv 

JL>Dr / DiJ / V_/i-> 1 1 loillllj, 

N-terminal do 


3.3e-22 


87.2 


1 


26-240 


iZj3 


T TIP PPT PP 
TP P 


T RP / RPT / PFTP familv 
P-tprmiTiJil Hn 


9.4e-32 


118.9 


1 


242-478 


1 Oil 


y pp ppT nxj 
TP 


T TIP / RPT / PFTP familv 

LDf / Drl / v>J-> 1 JT 1011111/} 

N-terminal do 


3.3e-22 


87.2 


1 


26-240 


1237 


ig 


Immunoglobulin domain 


2.8e-30 


114.0 


3 


28-86:127-184:219- 
277 


1237 


fh3 


Fibronectin type III domain 


2.6e-28 


107.5 


2 


299-385:396-481 


1238 


Nuf2 


Nuf2 family 


8.7e- 
104 


358.2 


1 


1-148 


1240 


Sema 


Sema domain 


2.2e- 
177 


602.7 


1 


59-496 


1243 


rrm 


RNA recognition motif. 


0.05 


15.7 


1 


17-93 


1247 


EGF 


EGF-like domain 


4.8e-56 


199.6 


17 


105-135:148- 
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178:191-221:234- 
264:277-307:320- 
350:364-396:409- 
439:452-482:495- 
525:538-568:581- 
611:624-656:669- 
699:712-742:755- 
785:798-828 


1249 


IBR 


IBR domain 


0.069 


5.8 


2 


36-104:111-167 


1251 


Aa_trans 


Transmembrane amino acid 
transporter protein 


3.7e-46 


166.8 


1 


52-394 


1252 


Aa_trans 


Transmembrane amino acid 
transporter protein 


1.3e-65 


231.4 


1 


45-419 


1254 


FGF 


Fibroblast growth factor 


1.7e-37 


138.0 


1 


36-166 


1255 


LRR 


Leucine Rich Repeat 


0.0019 


24.9 


4 


49-70:71-92:94- 
115:116-137 


1256 


RPE65 


Retinal pigment epithelial 
membrane protein 


5.8e-83 


289.0 


1 


35-579 


1257 


RPE65 


Retinal pigment epithelial 
membrane protein 


4.7e-82 


286.0 


1 


24-561 


1258 


ig 


Immunoglobulin domain 


3.1e-15 


64.1 


2 


39-97:128-189 


1261 


serpin 


Serpin (serine protease 
inhibitor) 


1.9e-56 


200.9 


1 


23-423 


1263 


arf 


ADP-ribosylation factor 
family 


7.9e-09 


-6.8 


1 


9-182 


1264 


PAP2 


PAP2 superfamily 


3e-ll 


50.8 


1 


95-241 


1265 


SRCR 


Scavenger receptor 
cysteine-rich domain 


1.3e- 
128 


440.7 


5 


35-128:136-227:232- 
329:360-459:477-574 


1266 


SRCR 


Scavenger receptor 
cysteine-rich domain 


lie- 
ns 


440.7 


5 


35-128:136-227:232- 
329:360-459:477-574 


1270 


Armadillo_seg 


Armadillo/beta-catenin-like 
repeat 


1.4e-05 


32.0 


4 


53-93:546-586:633- 
673:675-716 


1273 


pkinase 


Protein kinase domain 


8e-77 


268.6 


1 


103-387 


1275 


Reprolysin 


Reprolysin (M12B) family 
zinc metallo 


3e-88 


306.6 


1 


227-426 


1275 


Pep_M12B_pr 
opep 


Reprolysin family 
propeptide 


1.3e-31 


118.4 


1 


97-215 


1275 


disintegrin 


Disintegrin 


2.5e-23 


90.9 


1 


443-518 


1277 


ank 


Ankyrin repeat 


2.6e-17 


70.9 


2 


301-339:340-373 


1278 


Peptidase_Ml 


Peptidase family Ml 


2.6e- 
112 


386.5 


1 


98-506 


1284 


Aa_trans 


Transmembrane amino acid 
transporter protein 


L4e-31 


118.3 


1 


4-407 


1285 


UPF0083 


Uncharacterised protein 
family (UPF0083) 


1.9e-05 


14.5 


1 


73-213 


1288 


LRR 


Leucine Rich Repeat 


1.3e-23 


91.9 


7 


66-89:90-113:114- 
137:138-161:163- 
186:187-210:211-233 


1288 


ig 


Immunoglobulin domain 


2.7e-07 


37.7 


1 


314-372 


1288 


LRRCT 


Leucine rich repeat C- 
terminal domain 


5.6e-05 


30.0 


1 


252-297 


1290 


LRR 


Leucine Rich Repeat 


2.2e-12 


54.6 


3 


61-84:85-108:110- 
132 


1291 


DAGKc 


Diacylglycerol kinase 
catalytic domain 


0.063 


-14.5 


1 


74-220 



WO 2004/080148 



PC17US2003/030720 



488 
TABLE 4A 



SEQ 
ID 


Model 


Description 


E- 
value 


Score 


Repeats 


Position 


1292 


>? 


Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 


1293 


ifi 


Immunoglobulin domain 


6.7e-10 


46.3 


2 


48-124:161-219 


1295 


Clq 


Clq domain 


1.4e-48 


174.8 


1 


72-198 


1296 


7tm_l 


7 transmembrane receptor 
(rhodopsin family) 


2.5e-24 


94.3 


1 


49-332 


1297 


Plectin 


Plectin repeat 


1.6e-86 


300.8 


6 


2734-2778:2808- 

2852:2897- 

2939:3003- 

3042:3043- 

3087:3119-3163 


1297 


CH 


Calponin homology (CH) 
domain 


1.6e-72 


254.3 


2 


213-316:329-433 


1297 


spectrin 


Spectrin repeat 


0.029 


8.2 


1 


889-994 


1298 


Plectin 


Plectin repeat 


1.6e-86 


300.8 


6 


2746-2790:2820- 1 

2864:2909- 

2951:3015- 

3054:3055- 

3099:3131-3175 


1298 


CH 


Calponin homology (CH) 
domain 


3.1e-69 


243.4 


2 


213-328:341-445 


1298 


spectrin 


Spectrin repeat 


0.029 


8.2 




901-1006 


1306 


MAM 


MAM domain 


5.8e-49 


176.1 


1 


422-595 


1306 


ig 


Immunoglobulin domain 


5.4e-18 


73.2 




26-93:132-191:228- 
287 


1308 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 
C-terminal doma 


1.6e-49 


178.0 


1 


618-769 


1308 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 
middle domain 


1.4e-06 


15.3 


1 


505-614 


1309 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, 
C-terminal doma 


1.6e-49 


178.0 


1 


600-751 


1309 


Acyl- 

CoA dh M 


Acyl-CoA dehydrogenase, 
middle domain 


1.4e-06 


15.3 


1 


487-596 


1311 


IQ 


IQ calmodulin-binding 
motif 


0.00039 


27.2 


2 


715-735:738-758 


1312 


SAM 


SAM domain (Sterile alpha 
motif) 


3.9e-13 


57.1 


2 


304-369:382-446 


1314 


HECT 


HECT-domain (ubiquitin- 
transferase) 


5.3e- 
196 


664.5 


1 


2002-2309 


1315 


PAP2 


PAP2 superfamily 


7.8e-28 


105.9 


1 


56-218 


1316 


PAP2 


PAP2 superfamily 


1.6e-32 


121.5 


1 


88-236 


1317 




Immunoglobulin domain 


2.7e-07 


37.6 


1 


41-116 


1321 


LRR 


Leucine Rich Repeat 


1.9e-66 


234.2 


20 


145-168:169- 

194:195-217:240- 

265:266-285:287- 

310:311-336:337- 

356:358-381:382- 

407:408-427:429- 

452:453-478:479- 

498:500-523:524- 

549:550-569:571- 

594:595-620:621-644 


1321 


LRRNT 


Leucine rich repeat N- 
terminal domain 


0.0027 


24.4 


1 


115-143 


1322 


ig 


Immunoglobulin domain 


3.6e-14 


60.5 


3 


34-120:157-215:267- 
321 
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1323 


iff 


Immunoglobulin domain 


7.8e-06 


32.8 


3 


34-120:157-215:267- 
313 


1324 


tSD 1 


Thrombospondin type 1 
domain 


0.00039 


27.2 


1 


37-81 


1328 


SRCR 


Scavenger receptor 
cysteine-rich domain 


1.5e- 
171 


583.3 


5 


14-111:188-285:300- 
397:405-503:638-730 


1331 


efhand 


EF hand 


1.5e-06 


35.2 


3 


12-40:48-76:85-113 


1333 


wnt 


wnt family 


6.8e~ 
205 


694.1 


1 


40-365 


1336 


zf-MIZ 


MIZ zinc finger 


3.2e-32 


120.5 


. 


323-375 


1336 


SAP i 


SAP domain 


2.4e-05 


31.2 




11-45 


1337 


FA desaturase 


Fatty acid desaturase 


2.1e-76 


267.3 


1 


71-296 


1338 


Retrotrans gag 


Retrotransposon gag protein 


0.097 


8.7 




200-300 


1340 


actin 


Actin 


1.9e-61 


217.5 


1 


1-367 


1141 


ir»n trnriQ 

l\Jll LI CHID 


Ton transnort Drotein 


0.01 


22.5 




117-302 


1343 


fii3 


Fibronectin type III domain 


7.3e-33 


122.6 


2 


394-480:492-578 


1343 


ig 


Immunoglobulin domain 


l.le-23 


92.1 


3 


124-182:224- 
281:316-372 


1344 


ig 


Immunoglobulin domain 


5e-56 


199.5 


6 


53-110:150-216:255- 

310:350-417:456- 

516:553-617 


1344 


MAM 


MAM domain 


1.3e-52 


188.2 


1 


753-918 


1 1/K 


ig 


Tmrnimncrlrtttf ilin /Inmain 

liiimunijgiuuuiiii uuiiicuii 


5.9e-05 


29.9 


1 


186-255 


1j4j 


kazal 


ivdZai-iypc acinic piutcooc 
inhibitor domain 


0 00028 


27.6 


1 


121-168 


1348 


ig 


Immunoglobulin domain 


3.4e-51 


183.5 


6 


61-120:155-214:258- 

315:348-404:440- 

497:530-596 


1348 


m3 


Fibronectin type III domain 


4.4e-40 


146.6 


4 


615-704:717- 

807:819-907:919- 

1002 


IJJV 


serpm 


Sernin ( serine Drotea.se 

Uwl L/ilJ 1 dvl UlV UlUluUJV 

inhibitor) 


3.2e- 
205 


695.2 


1 


46-402 




CARD 


Pa<5nase recruitment domain 


1.3e-32 


121.8 


1 


2-91 




ank 


Ankvrin reneat 


l.le-45 


165.2 


6 


31-63:64-96:97- 

129:130-162:163- 

195:196-228 


1356 


pkinase 


Protein kinase domain 


9.6e-64 


225.2 


1 


221-479 


1359 


tRNA-svnt 1 


tRNA synthetases class I (I, 
L,MandV) 


l.le-05 


-214.4 


1 


31-383 


1360 


MHC II beta 


Class II histocompatibility 
antigen, beta 


1.7e-41 


151.3 


1 


41-117 


1363 


ig 


Immunoglobulin domain 


Ue-08 


42.3 


3 


114-200:236- 
294:344-398 


1364 


Tissue fac 


Tissue factor 


0.069 


-126.3 


1 


1-271 


1364 


m3 


Fibronectin type III domain 


0.095 


14.9 


1 


35-125 


1365 


IL1 


Interleukin-1 / 18 


7.6e-30 


112.6 


1 


11-155 


1366 


A2M 


Alpha-2-macrogJobulin 
family 


le-210 


713.4 


1 


722-1449 


1366 


A2M__N 


Alpha-2-macroglobulin 
family N-terminal regi 


4.7e-90 


312.6 


1 


1-623 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


6.8e-37 


136.0 


1 


27-106 
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685 


Guanylin 


Guanylin precursor 


0.72 


1.2 


1 


1-27 


685 


hormone 


Somatotropin hormone family 


6.7e-18 


49.4 


1 


9-57 


685 


DUF756 


Domain of unknown function 
(DUF756) 


0.4 


5.1 


1 


99-125 


686 


Guanylin 


Guanylin precursor 


0.72 


1.2 


1 


1-27 


686 


hormone 


Somatotropin hormone family 


3.6e-56 


157.9 


1 


9-151 


686 


PI3 PI4 kinase 


Phosphatidyl inositol 3- and 4- kinase 


0.97 


3.4 


1 


172-206 


688 


hormone 


Somatotropin hormone family 


1.5e-68 


192.9 


1 


9-151 


689 


serpin 


Serpin (serine protease inhibitor) 


3.2e-21 


71.8 


1 


49-156 


689 


serpin 


Serpin (serine protease inhibitor) 


5.2e-57 


193.9 




160-397 


690 


PH 


PH domain 


0.042 


8.1 


1 


1-20 


690 


efhand 


EF hand 


9.2e-05 


21.0 


1 


34-62 


690 


efhand 


EF hand 


0.0023 


15.8 


-f 


70-98 


690 


PI-PLC-X 


Phosphatidylinositol-speciflcphospho 


5.9e-17 


60.5 




187-222 


691 


Lipase_3 


Lipase (class 3) 


6.9e-18 


63.4 


1 


366-505 


691 


Desulfoferrodox 


Desulfoferrodoxin 


0.9 


2.2 




528-533 


692 


PH 


PH domain 


4.7e-05 


17.9 


i 


20-127 


692 


DUF482 


Protein of unknown function, DUF482 


0.8 


2.7 


1 


50-67 


692 


Phage_TAC 


Phage tail assembly chaperone 


0.21 


5.3 


1 


225-245 


692 


Glyco hydro 31 


Glycosyl hydrolases family 31 


0.8 


0.9 


1 


344-379 


692 


NHL 


NHL repeat 


0.25 


8.5 


1 


494-509 


692 


EspB 


Enterobacterial EspB protein 


0.27 


2.1 


1 


560-578 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


1.6e-55 


187.0 


1 


93-332 


694 


Ppx-GppA 


Ppx/GppA phosphatase family 


0.4 


3.5 


1 


249-261 


694 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


5.1e-05 


15.7 




430-480 


695 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.1e-28 


82.0 


i 


22-294 


695 


GSPUN 


Bacterial type II secretion system pr 


0.41 


3.4 




110-118 


695 


GASA 


Gibberellin regulated protein 


0.72 j 


0.6 


i 


176-197 


696 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 


1 


45-73 


696 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 


1 


46-67 


696 


FLO LFY 


Floricaula / Leafy protein 


0.22 


2.7 


1 


146-159 


696 


lectin c 


Lectin C-type domain 


1.9e-07 


31.5 


1 


181-286 


696 


Rubella E2 


Rubella membrane glycoprotein E2 


0.95 


1.4 


~ 


284-312 


698 


CDtoxinC 


Cytolethal distending toxin C 


0.43 


3.9 




9-33 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


1.6e-62 


210.7 


1 


40-275 


698 


GDA1_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


0.016 


7.2 


2 


376-393 


700 


zf-MYND 


MYND finger 


0.39 


5.1 


1 


173-192 


700 


Ribosomal L44 


Ribosomal protein L44 


0.33 


5.8 


1 


183-208 


700 


ZZ 


Zinc finger, ZZ type 


0.0003 


17.8 


1 


184-211 


700 


PilP 


Pilus assembly protein, PilQ 


0.028 


8.4 


1 


228-244 


700 


myb_DNA- 
binding 


Myb-like DNA-binding domain 


2.6e-09 


37.1 




231-278 


700 


RRS1 


Ribosome biogenesis regulatory protei 


0.85 


3.5 




379-390 


701 


sigma70 ner 


Sigma-70, non-essential region 


0.45 


3.2 




616-628 


702 


zf-ANl 


AN I -like Zinc finger 


0.032 


10.1 




13-52 


702 


zf-ANl 


ANl-Iike Zinc ringer 


9.2e-06 


22.6 




103-135 


703 


CRAL TRIO N 


CRAL/TRIO, N-terminus 


3.8e-13 


44.7 




3-71 


703 


DnaJ C 


DnaJ C terminal region 


0.054 


8.2 




8-20 


703 


CRAL_TRIO 


CRAL/TRIO domain 


1.4e-44 


151.9 




85-244 


704 


Adrenomedullin 


Adrenomedullin 


0.82 


2.4 




142-167 
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704 


Rhomboid 


Rhomboid family 


1.6e-14 


55.3 




201-304 


705 


TRAP alpha 


Translocon-associated protein (TRAP), 


0.41 


3.2 


-[ 


413-434 


705 


GKAP 


Guanylate-kinase-associated protein ( 


2.7e- 
292 


981.2 


1 


621-979 


705 


PLRV ORF5 


Potato leaf roll virus readthrough pr 


0.13 


4.1 


1 


752-766 


705 


DUF887 


Eukaryotic protein of unknown functio 


1 


2.6 


1 


797-815 


705 


CYTH 


CYTH domain 


0.26 


6.4 


1 


816-858 


705 


SeqA 


SeqA protein 


0.38 


3.6 




824-837 


706 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


4.5e-36 


123.6 


, 


33-191 


706 


ABG transport 


AbgT putative transporter family 


0.27 


2.7 


1 


196-205 


706 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


8.3e-14 


49.9 


1 


253-456 


706 


HS2ST 


Heparan sulfate 2-O-suIfotransferase 


0.21 


4.8 


1 


309-338 


707 


Phage integr _N 


Phage integrase, N-terminal SAM-like 


0.36 


5.2 


1 


103-121 


707 


Glyco transf 8 


Glycosyl transferase family 8 


0.00044 


15.9 


1 


268-340 


708 


LIM 


LIM domain 


9.7e-16 


57.8 


1 


13-69 


708 


zf-HIT 


HIT zinc finger 


0.57 


6.9 


1 


55-65 


709 


DUF572 


Family of unknown function (DUF572) 


1.9e- 
204 


689.4 


1 


1-376 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.6e-14 


56.8 


1 


67-126 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.6e-08 


32.9 


2 


127-174 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-07 


29.0 


3 


183-232 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.25 


7.3 


4 


237-254 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.4e-ll 


43.9 


6 


293-346 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.4e-07 


28.2 


7 


359-389 


710 


Collagen , 


Collagen triple helix repeat (20 copi 


0.42 


6.4 


8 


400-418 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00074 


16.8 


9 


423-448 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.6e-08 


31.5 


10 


451-483 


710 


Collagen 


Collagen triple helix repeat (20 copi 


l.le-11 


46.2 


11 


493-550 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.8e-06 


24.4 


12 


556-593 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0014 


15.7 


13 


595-622 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.8e-06 


26.6 


14 


624-659 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4.1e-12 


47.8 


15 


684-743 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 


16 


744-774 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-ll 


45.2 


17 


781-829 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.00026 


18.5 


18 


830-859 


710 


Collagen 


Collagen triple helix repeat (20 copi 


8.1e-15 


57.9 


19 


860-919 


710 


Collagen 


Collagen triple helix repeat (20 copi 


2e-12 


48.9 


20 


920-979 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.5e-06 


25.5 


21 


1000- 
1031 


710 


Collagen 


Collagen triple helix repeat (20 copi 


1.9c-ll 


45.2 


22 


1033- 
1090 


710 


Collagen 


Collagen triple helix repeat (20 copi 


6.6e-ll 


43.2 


23 


1099- 
1154 


710 


Collagen 


Collagen triple helix repeat (20 copi 


3.9e-13 


51.6 


24 


1155- 
1214 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0069 


13.1 


25 


1217- 
1234 


710 


Herpes_LP 


Herpesvirus leader protein 


0.94 


2.5 


1 


1228- 
1243 


710 


Collagen 


Collagen triple helix repeat (20 copi 


0.0001 


20.0 


26 


1238- 
1269 


710 


Collagen 


Collagen triple helix repeat (20 copi 


4e-09 


36.5 


27 


1278- 
1337 
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710 




VAJlla^CIl UipiC lltaiA. ICpCtlL \Z*\J CUpi 


i q P _i^ 

1 .7C - 1J 






1341- 
1394 


710 


Collagen 


C!o11ao > en trinle helix reoeat f20 coni 


7.1e-06 


24.3 


29 


1401- 
1434 


710 


Collagen 


Collagen triole helix reoeat (20 coni 


0.0012 


16.0 


30 


1435- 
1483 


710 


C4 


C-terminal tandem repeated domain in 


2e-69 


240.8 


1 


1489- 
1596 


710 


C4 


C-terminal tandem repeated domain in 


1.3e-77 


268.0 


2 


1597- 
1711 


711 


MGAT2 


N-acetylgJucosaminyltransferase II (M 


0.36 


0.6 


1 


61-69 


711 


ldl_recept a 


Low-density lipoprotein receptor doma 


7.7e-15 


51.1 


1 


67-108 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


4e-10 


35.6 


2 


112-152 


711 


DUF351 


Domain of Unknown Function 
(DUF351) 


0.25 


4.8 


1 


136-144 


711 


EGF 


EGF-like domain 


0.00011 


19.6 


1 


157-190 


711 


EGF 


EGF- like domain 


0.0004 


17.6 


2 


196-230 


711 


ldlreceptb 


Low-density lipoprotein receptor repe 


7.3e-10 


34.9 


1 


332-373 


711 


ldl recept_b 


Low-density lipoprotein receptor repe 


2.7e-07 


26.4 


2 


375-417 


711 


ldl recept_b 


Low-density lipoprotein receptor repe 


7.6e-08 


28.2 


3 


419-461 


711 


EGF 


EGF-like domain 


0.045 


10.2 


3 


512-553 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


8.3e-10 


34.7 


4 


605-646 


711 


ldl recept b 


Low-density lipoprotein receptor repe 


8.4e-ll 


38.1 


5 


648-692 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


1.8e-09 


33.6 


6 


694-742 


711 


IU1 k vvvpL V 


Low-den <Htv linonrotein recent or reoe 


0.00039 


15.9 


7 


744-781 


711 


EGF 


EGF-like domain 


0.00036 


17.8 


4 


835-870 


71 1 




T riW-rffncihv linrvnrntpin rf*p<*ntnr HfiTtift 


6.6e- 17 


57.9 


3 


882-920 


711 


squash 


Squash family serine protease inhibit 


0.6 


2.5 


1 


892-908 


711 


1 HI TP(\&T\t SI 
1U1 ItUt;|jL tL 


T rv\x/-/iPTtci t"\/ iTnnrvmtpiTi Yf*r*pT\tt~\Y Hrvnui 

JUi/Vy-UClJoltjr JUJ^jpi ULvlli lCUG^JLUi Ulsilla 


5.8e-15 


51.5 


4 


921-961 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


i.6e-15 


53.3 


5 


962- 
1001 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


2.1e-18 


62.8 


6 


1002- 
1041 


711 


DX 


DX module 


0.78 


3.2 


1 


1016- 
1047 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


8.9e-16 


54.2 


7 


1043- 
1081 


711 


ldlj:ecept_a 


Low-density lipoprotein receptor doma 


2.3e-14 


49.5 


8 


1088- 
1127 


711 


Idl_recept_a 


Low-density lipoprotein receptor doma 


6.8e-ll 


38.1 


9 


1130- 
1170 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.6e-06 


23.6 


10 


1173- 
1206 


711 


EGF 


EGF-like domain 


2.1e-07 


29.5 


7 


1213- 
1249 


711 


CBM_14 


Chitin binding Peritrophin-A domain 


0.1 


6.7 


1 


1235- 
1255 


711 


EGF 


EGF-like domain 


0.099 


9.0 


8 


1255- 
1289 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


4.6e-09 


32.3 


9 


1337- 
1382 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


6.3e-15 


51.8 


10 


1384- 
1425 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


3.3e-ll 


39.4 


11 


1427- 
1472 
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711 


Idl_recept_b 


Low-density lipoprotein receptor repe 


0.094 


8.0 


12 


1474- 
1515 


711 


ldl_rccept_b 


Low-density lipoprotein receptor repe 


0.0042 


12.5 


13 


1517- 
1558 


711 


EGF 


EGF-like domain 


0.00016 


19.0 


9 


1568- 
1606 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


1.6e-12 


43.8 


14 


1655- 
1696 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.003 


13.0 


15 


1698- 
1740 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


1.7e-07 


27.1 


16 


1742- 
1780 


711 


ldl__recept_b 


Low-density lipoprotein receptor repe 


0.003 


13.0 


17 


1782- 
1822 


711 


EGF 


EGF-like domain 


2.2e-06 


25.8 


10 


1875- 
1911 


711 


Keratin 


Keratin 


0.43 


1.6 


1 


1881- 
1894 


711 


DUF244 


Uncharacterized protein family (ORF7) 


0.77 


1.6 


1 


1934- 
1952 


711 


ldl_receptj> 


Low-density lipoprotein receptor repe 


7.6e-08 


28.2 


18 


1959- 
2000 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


2.7e-13 


46.3 


19 


2002- 
2043 


711 


Idl_recept_b 


Low-density lipoprotein receptor repe 


3.1e-ll 


39.5 


20 


2045- 
2087 


711 


ldl_receptj> 


Low-density lipoprotein receptor repe 


0.00065 


15.2 


21 


2089- 
2118 


711 


EGF 


EGF-like domain 


8.7e-06 


23.6 


11 


2184- 
2219 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.49 


5.6 


22 


2318- 
2365 


711 


malic_N 


Malic enzyme, NAD binding domain 


0.26 


2.4 


1 


2340- 
2362 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


7.6e-l4 


48.1 


23 


2367- 
2410 


711 


Idl_recept_b 


Low-density lipoprotein receptor repe 


0.0026 


13.2 


24 


2412- 
2440 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.00025 


16.6 


25 


2453- 
2479 


711 


EGF 


EGF-like domain 


0.67 


6.0 


12 


2505- 
2528 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.5e-14 


50.2 


11 


2545- 
2586 


711 


Idl_recept_a 


Low-density lipoprotein receptor doma 


6.2e-13 


44.8 


12 


2587- 
2625 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.4e-14 


50.2 


13 


2626- 
2664 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


9.4e-ll 


37.6 


14 


2682- 
2713 


711 


Idl_recept_a 


Low-density lipoprotein receptor doma 


7.3e-10 


34.7 


15 


2717- 
2753 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.2e-ll 


38.5 


16 


2755- 
2795 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


l.Se-17 


59.8 


17 


2796- 
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2838 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


5.8e-14 


48.2 


18 


2840- 
2879 


711 


ld1_recept_a 


Low-density lipoprotein receptor doma 


5.1e-ll 


38.5 


19 


2880- 
2923 ! 


711 


ldlj:ecept_a 


Low-density lipoprotein receptor doma 


5.1e-12 


41.8 


20 


2926- 
2964 


711 


EGF 


EGF-like domain 


0.61 


6.1 


13 


2928- 
2962 


711 


dickkopf_N 


7/11 2849 2856.. 47 54 


0.32 


4.9 


8 


2935- 
2942 


711 


Omega-atracotox 


Omega-atracotoxin 


0.46 


3.7 


2 


2937- 
2957 


711 


EGF 


EGF-like domain 


3.9e-06 


24.9 ! 


14 


2967- 
3003 


711 


TIL 


Trypsin Inhibitor like cysteine rich 


6.4e-05 


16.4 


2 


2987- 
3009 


711 


EGF 


EGF-like domain 


0.00094 


16.3 


15 


3009- 
3034 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


8.1e-09 


31.5 


26 


3092- 
3134 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


4.1e-07 


25.8 


27 


3136- 
3177 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


l.le-08 


31.0 


28 


3179- 
3221 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.078 


8.3 


29 


3223- 
3251 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.0013 


14.2 


30 


3262- 
3289 


711 


EGF 


EGF-like domain 


1.6e-06 


26.3 


16 


3314- 
3350 


711 


TNFR_c6 


1/3 69 84.. 1 18 


0.42 


6.2 


2 


3337- 
3352 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


1.9e-12 


43.2 


21 


3352- 
3391 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.4e-12 


43.7 


22 


3392- 
3430 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


3.9e-12 


42.2 


23 


3431- 
3470 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


3.5e-17 


58.8 


24 


3471- 
3510 


711 


SAPA 


Saposin A-type domain 


0.039 


6.0 


1 


3479- 
3492 


711 


Sar8_2 


Sar8.2 family 


0.12 


6.9 


1 


3480- 
3500 


711 


ldl__recept_a 


Low-density lipoprotein receptor doma 


1.4e-19 


66.7 


25 


3511- 
3549 ' 


711 


ldljrecept_a 


Low-density lipoprotein receptor doma 


8.3e-13 


44.4 


26 


3550- 
3588 


711 


EGF 


EGF-like domain 


0.54 


6.3 


17 


3552- 
3586 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


1.3e-14 


50.4 


27 


3590- 
3626 


711 


dickkopf_N 


7/11 2849 2856.. 47 54 


0.057 


7.2 


10 


3596- 
3604 



WO 2004/080148 



PCT/US2003/030720 



495 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


6e-14 


48.1 


28 


3629- 
3666 


711 


Herpes_PAP 


Herpesvirus polymerase accessory prot 


0.41 


2.1 


1 


3637- 
3650 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


2e-19 


66.2 


29 


3667- 
3706 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


2.7e-ll 


39.4 


30 


3709- 
3749 


711 


Idl_jecept_a 


Low-density lipoprotein receptor doma 


5.7e-07 


25.1 


31 


3758- 
3790 


711 


ldl_recept_a 


Low-density lipoprotein receptor doma 


5.3e-17 


58.2 


32 


3797- 
3835 


711 


EGF 


19/28 3669 3704 1 46 


0.00016 


19.1 


20 


3842- 
3879 


711 


SJocus_glycop 


S-locus glycoprotein family 


0.94 


5.0 


1 


3849- 
3870 


711 


TIL 


Trypsin Inhibitor like cysteine rich 


0.051 


7.3 


3 


3864- 
3885 


711 


laminin_EGF 


Laminin EGIMike (Domains III and V) 


0.23 


6.5 


2 


3865- 
3879 


711 


EGF 


19/28 3669 3704 .. 1 46 


0.0054 


13.5 


21 


3885- 
3914 


711 


Activin_recp 


Activin types I and II receptor domai 


0.48 


3.4 


1 


3891- 
3921 


711 


NHL 


2/5 681 694.. 1 14 


0.06 


10.7 


4 


4005- 
4031 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.14 


7.5 


31 


4008- 
4016 


711 


ldl_recept_b 


Low-density lipoprotein receptor repe 


0.11 


7.8 


32 


4018- 
4026 


711 


ldl_recept_b 


33/35 4040 4074 .. 9 47 


1.9e-10 


36.9 


34 


4076- 
4118 


711 


ldl_recept_b 


33/35 4040 4074 9 47 


0.019 


10.3 


35 


4120- 
4163 


711 


EGF 


19/28 3669 3704 .. 1 46 


0.77 


5.8 


22 


4213- 
4236 


711 


EB 


EB module 


0.15 


6.2 


3 


4229- 
4244 


711 


EGF 


19/28 3669 3704 1 46 


0.00038 


17.7 


23 


4254- 
4285 


711 


EGF 


19/28 3669 3704 .. 1 46 


8.8e-08 


30.8 


24 


4290- 
4321 


711 


EGF 


19/28 3669 3704 .. 1 46 


7.4e-08 


31.1 


25 


4326- 
4357 


711 


EGF 


27/28 4398 4428 .. 1 46 


0.0014 


15.6 


28 


4431- 
4463 


711 


Coagulin 


Coagulin 


0.52 


3.4 


1 


4447- 
4454 


711 


Herpes glycop 
D 


Herpesvirus glycoprotein D 


0.39 


4.3 


2 


4483- 
4519 


712 


MGAT2 


N-acetylglucosaminyltransferase II (M 


0.36 


0.6 


1 


61-69 


712 


Idlrecepta 


Low-density lipoprotein receptor doma 


le-14 


50.7 


1 


67-108 


712 


ldl recept a 


Low-density lipoprotein receptor doma 


4e-10 


35.6 


2 


112-152 


712 


DUF351 


Domain of Unknown Function 
(DUF351) 


0.25 


4.8 


1 


136-144 
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712 


EGF 


EGF-iike domain 


0.072 


9.5 


2 


157-181 


714 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


714 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


714 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


140-241 


714 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


4 


255-344 


714 


cadherin 


Cadherin domain 


7.9e-25 


88.3 


5 


363-466 


714 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


714 


cadherin 


Cadherin domain 


3.2e-28 


100.1 


7 


588-680 


714 


Rad21 Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


5.2 


1 


652-662 


714 


cadherin 


Cadherin domain 


3.9e-28 


99.8 


8 


694-784 


714 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


714 


cadherin 


Cadherin domain 


5.7e-20 


71.3 


9 


798-884 


714 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


714 


cadherin 


Cadherin domain 


9.5e-28 


98.5 


11 


1001- 
1091 


714 


cadherin 


Cadherin domain 


5.1e-16 


57.6 


12 


1105- 
1201 


714 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


13 


1215- 
1306 


714 


Propep_M14 


Carboxypeptidase activation peptide 


0.41 


5.5 


2 


1228- 
1239 


714 


cadherin 


Cadherin domain 


2.2e-29 


104.2 


14 


1320- 
1411 


714 


cadherin 


Cadherin domain 


7.2e-21 


74.5 


15 


1425- 
1520 


714 


Baculo_helicase 


Baculovirus DNA helicase 


0.61 


1.4 


1 


1521- 
1531 


714 


cadherin 


Cadherin domain 


4.5e-16 


57.7 


16 


1541- 
1622 


714 


cadherin 


Cadherin domain 


0.00017 


17.4 


17 


1634- 
1700 


715 


cadherin 


Cadherin domain 


0.085 


8.0 


1 


47-65 


715 


cadherin 


Cadherin domain 


0.00072 


15.2 


2 


69-126 


715 


cadherin 


Cadherin domain 


8.4e-17 


60.3 


3 


140-241 


715 


cadherin 


Cadherin domain 


1.4e-29 


104.9 


4 


255-344 


715 


cadherin 


Cadherin domain 


6.1e-25 


88.7 


5 


363-466 


715 


cadherin 


Cadherin domain 


2e-26 


93.9 


6 


480-573 


715 


cadherin 


Cadherin domain 


3.2e-28 


100.1 


7 


588-680 


715 


Rad21 Rec8 


Conserved region of Rad21 / Rec8 like 


0.83 


5.2 


1 


652-662 


715 


cadherin 


Cadherin domain 


3.9e-28 


99.8 


8 


694-784 


715 


SCPU 


Spore Coat Protein U domain 


0.47 


5.3 


1 


701-714 


715 


cadherin 


Cadherin domain 


5.7e-20 


71.3 


9 


798-884 


715 


cadherin 


Cadherin domain 


7.6e-20 


70.9 


10 


898-987 


715 


cadherin 


Cadherin domain 


9.5e-28 


98.5 


11 


1001- 
1091 


715 


cadherin 


Cadherin domain 


5.1e-16 


57.6 


12 


1105- 
1201 


715 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


13 


1215- 
1306 1 


715 


Propep_M14 


Carboxypeptidase activation peptide 


0.41 


5.5 


2 


1228- 
1239 


715 


cadherin 


Cadherin domain 


2.2e-29 


104.2 


14 


1320- 
1411 


715 


cadherin 


Cadherin domain 


7.2e-21 


74.5 


15 


1425- 
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1520 


715 


Baculojielicase 


Baculovirus DNA helicase 


0.61 


1.4 


1 


1521- 
1531 


715 


cadherin 


Cadherin domain 


4.5e-16 


57.7 


16 


1541- 
1622 


715 


cadherin 


Cadherin domain 


3.5e-05 


19.8 


17 


1634- 
1728 


716 


DPPIVNjerm 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.5 


1.1 


1 


310-346 


716 


DPPIV N term 


Dipeptidyl peptidase IV (DPP IV) N-te 


0.0014 


8.6 




516-589 


716 


DPPIV_Njerm 


Dipeptidyl peptidase IV (DPP IV) N-te 


5.3e-08 


21.7 




618-652 


716 


Peptidase_S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


664-736 


716 


Methyltransf_6 


Demethylmenaquinone 
methyltransferase 


0.54 


3.9 


1 


675-688 


716 


Esterase 


Putative esterase 


0.062 


6.6 


1 


710-753 


717 


zf-C2H2 


Zinc finger, C2H2 type 


0.015 


14.8 


1 


32-54 


717 


zf-C2H2 


Zinc finger, C2H2 type 


0.0014 


18.9 




60-82 


717 


Apocytochr_F_C 


Apocytochrome F, C-terminal 


1 


3.2 


1 


103-110 


717 


THIS 


Transcription factor S-II (TFUS) 


0.2 


7.1 


1 


154-164 


717 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-08 


37.3 


3 


154-176 


717 


XPA_N 


XPA protein N-terrninai 


0.3 


6.5 


2 


179-191 


717 


zf-C2H2 


Zinc finger, C2H2 type 


8.5e-06 


27.9 


4 


182-204 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.4e-08 


36.5 


5 


210-232 


717 


TFIIS 


3/8 210 220.. 29 39 


1 


4.7 


4 


238-248 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-06 


30.8 


6 


238-260 


717 


XPA N 


XPA protein N-terminal 


1 


4.6 


4 


263-275 


717 


zf-C2H2 


Zinc finger, C2H2 type 


1.4e-05 


27.0 


7 


266-288 


717 


zf-C2H2 


Zinc finger, C2H2 type 


2.6e-05 


25.9 


8 


294-316 


717 


TFIIS 


5/8" 266 276.. 29 39 


0.2 


7.1 


7 


322-332 


717 


zf-C2H2 


Zinc finger, C2H2 type 


6.9e-06 


28.3 


9 


322-344 


717 


XPA N 


XPA protein N-terminal 


0.38 


6.2 


6 


347-359 


717 


TFIIS 


5/8 266 276.. 29 39 


0.14 


7.7 


8 


350-360 


717 


zf-C2H2 


Zinc finger, C2H2 type 


le-07 


35.7 


10 


350-372 


719 


Phytoreo_Pns 


Phytoreovirus nonstructural protein P 


0.75 


2.1 


1 


74-88 


719 


malic 


Malic enzyme, N-terminal domain 


0.39 


3.5 


1 


117-131 


719 


AlpA 


Prophage CP4-57 regulatory protein (A 


0.95 


4.3 


1 


258-266 


719 


DUF298 


Domain of unknown function 
(DUF298) 


0.42 


5.1 


1 


308-337 


719 


DUF827 


Plant protein of unknown function (DU 


0.029 


7.3 


1 


363-387 


719 


DUF496 


Protein of unknown function (DUF496) 


0.49 


5.1 


1 


389-409 


719 


K-box 


K-box region 


0.37 


5.2 


1 


392-406 


719 


TFIIE_aIpha 


TFIIE alpha subunit 


0.14 


5.9 


1 


394-416 


719 


Mlp 


Mlp lipoprotein family 


0.95 


2.4 


1 


398-451 


719 


RibosomaI_S20p 


Ribosomal protein S20 


0.38 


5.2 


1 


433-447 


719 


PhageB 


Scaffold protein B 


0.47 


1.7 


1 


504-518 


720 


ig 


Immunoglobulin domain 


0.07 


9.9 


1 


17-34 


720 


ig 


Immunoglobulin domain 


5.1e-ll 


44.1 


2 


68-128 


720 


*g 


Immunoglobulin domain 


l.le-11 


46.7 


3 


163-223 


720 


ig 


Immunoglobulin domain 


9.6e-07 


28.1 


4 


259-317 


720 


AstA 


Arginine N-succinyltransferase beta s 


0.92 


2.5 


1 


294-305 


720 


>S 


Immunoglobulin domain 


2.1e-09 


38.1 


5 


352-410 


720 


»S 


Immunoglobulin domain 


1.5e-10 


42.3 


6 


445-503 


720 


RTC 


RNA 3 -terminal phosphate cyclase 


0.7 


3.3 


1 


474-491 


720 


»S 


Immunoglobulin domain 


8.1e-08 


32.1 


7 


538-596 


720 


ig 


Immunoglobulin domain 


1.3e-07 


31.3 


8 


629-687 
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720 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


9 


720-780 


720 


ig 


Immunoglobulin domain 


3.7e-09 


37.2 


10 


813-871 


720 


ig 


Immunoglobulin domain 


7.4e-09 


36.0 


11 


904-962 


720 


ig 


Immunoglobulin domain 


1.9e-ll 


45.7 


12 


995- 
1052 


720 


ig 


Immunoglobulin domain 


L3e-07 


31.4 


13 


1085- 
1143 


720 


ig 


Immunoglobulin domain 


1.3e-ll 


46.4 


14 


1176- 
1232 


720 


ig 


Immunoglobulin domain 


3.6e-10 


40.9 


15 


1266- 
1323 


720 


Marek_A 


Marek's disease glycoprotein A 


0.84 


1.1 


1 


1333- 
1356 


720 


RNA_pol Rpb2 
1 


RNA polymerase beta subunit 


0.35 


1.6 


1 


1352- 
1864 


720 


ig 


Immunoglobulin domain 


6.4e-10 


40.0 


16 


1356- 
1413 


720 


tsp_l 


Thrombospondin type 1 domain 


1.2e-19 


67.2 


1 


1435- 
1485 


720 


tsp_l 


Thrombospondin type 1 domain 


6.4e-17 


58.1 


2 


1492- 
1542 


720 


tsp_l 


Thrombospondin type 1 domain 


3.5e-15 


52.3 


3 


1549- 
1599 


720 


tsp_l 


Thrombospondin type 1 domain 


2.2e-17 


59.7 


4 


1606- 
1656 


720 




Thrombospondin type 1 domain 


8.2e-12 


41.1 


5 


1663- 
1713 


720 


VOMI 


Vitelline membrane outer layer protei 


0.37 


3.6 


1 


1714- 
1728 


720 


tsp_l 


Thrombospondin type 1 domain 


7e-16 


54.7 


6 


1720- 
1770 


720 


EGF 


EGF-like domain 


0.95 


5.4 


1 


1993- 
2007 


720 


EGF 


EGF-like domain 


9.3e-08 


30.7 


2 


2013- 
2047 


720 


granulin 


Granulin 


0.44 


4.7 


1 


2034- 
2049 


720 


EGF 


EGF-like domain 


0.015 


11.9 


3 


2053- 
2092 


720 


EGF 


EGF-like domain 


2.8e-05 


21.8 


4 


2098- 
2130 


720 


TIL 


1/7 1698 1715 .. 1 16 


0.0012 


12.5 


3 


2117- 
2136 


720 


EGF 


EGF-like domain 


0.17 


8.2 


5 


2136- 
2157 


720 


EGF 


EGF-like domain 


2.4e-06 


25.7 


6 


2178- 
2215 


720 


EGF 


EGF-like domain 


5.7e-10 


38.7 


7 


2221- 
2256 


720 


Ribosomal_L34 


Ribosomal protein L34 


0.33 


5.5 


1 


2280- 
2323 


720 


TIL 


4/7 2168 2178.. 57 68 


0.022 


8.5 


6 


2320- 
2338 


720 


EGF 


EGF-like domain 


1.9e-09 


36.8 


8 


2338- 
2372 
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720 


toxin_2 


Scorpion short toxin 


0.84 


3.4 


2 


2338- 
2353 


720 


toxin_5 


Scorpion short toxin 


0.73 


3.4 


1 


2354- 
2359 


720 


TIL 


4/7 2168 2178.. 57 68 


0.023 


8.4 


7 


2357- 
2378 


720 


squash 


Squash family serine protease inhibit 


0.44 


2.8 


2 


2358- 
2386 


720 


fh2 


Fibronectin type II domain 


0.8 


3.1 


1 


2407- 
2418 


721 


SAP 


SAP domain 


2.4e-10 


40.8 


1 


3-37 


721 


SPRY 


SPRY domain 


1.8e-30 


107.5 


1 


289-418 


721 


SRP54 


SRP54-type protein, GTPase domain 


0.0091 


11.6 


1 


451-466 


721 


NACHT 


NACHT domain 


0.18 


5.5 


1 


453-469 


721 


SKI 


Shikimate kinase 


0.33 


4.9 


1 


453-466 


721 


Zot 


Zonular occludens toxin (Zot) 


0.22 


5.5 


1 


453-466 


721 


AAA 


ATPase family associated with various 


0.098 


5.8 


1 


454-466 


721 


tRNA synt lc R 
2 


Glutaminyl-tRNA synthetase, non- 
speci 


0.79 


3.9 


1 


580-616 


722 


CheB_methylest 


CheB methylesterase 


1 


2.7 


T 


74-92 


722 


DUF258 


Protein of unknown function, DUF258 


0.0014 


13.8 


i 


509-532 


722 


ABC tran 


ABC transporter 


7.4e-59 


198.4 


l 


510-692 


722 


NACHT 


NACHT domain 


0.2 


5.3 


l 


511-527 


722 


SMCN 


RecF/RecN/SMC N terminal domain 


0.47 


3.9 


i 


511-524 


722 


Zot 


Zonular occludens toxin (Zot) 


0.28 


5.1 


l 


511-524 


722 


RHD3 


Root hair defective 3 GTP-binding pro 


0.67 


1.2 


l 


516-530 


722 


Pox D2 


Pox virus D2 protein 


0.86 


1.4 


i 


604-617 


722 


tail comp S 


Phage virion morphogenesis family 


0.061 


7.3 


l 


606-619 


722 


DUF333 


Domain of unknown function 
(DUF333) 


0.3 


5.7 


i 


818-846 


722 


ABCJran 


ABC transporter 


1.1*47 


160.9 


2 


1322- 
1506 


722 


SufE 


Fe-S metabolism associated domain 


0.28 


6.2 


1 


1544- 
1563 


723 


BEX 


Brain expressed X-linked like family 


0.88 


2.2 


1 


133-160 


723 


CytoC_RC 


Photosynthetic reaction centre cytoch 


1 


1.4 


1 


215-231 


723 


Ski Sno 


SKI/SNO/DAC family 


0.51 


4.5 


1 


656-o72 


724 


HpaB 


4-hydroxyphenylacetate 3-hydroxylase 


0.97 


2.5 


1 


4-14 


724 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
do 


6.7e-50 


175.9 


1 


50-201 


725 


C_tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


59-76 


725 


Bowman- 
Birkjeg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


68-83 


725 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


80-93 


725 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


98-126 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


117-138 


725 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


138-172 


725 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


151-178 


725 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


153-158 


725 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


178-211 


725 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


223-258 


725 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


402-546 


726 


DUF626 


Protein of unknown function (DUF626) 


0.22 


5.8 


1 


30-64 


726 


VSP 


Giardia variant-specific surface prot 


1 


1.8 


1 


106-131 
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726 


zf-B box 


B-box zinc ringer 


5.9e-08 


32.7 


1 


106-139 


726 


Prefoldin 


Prefoldin subunit 


0.42 


5.7 


1 


222-248 


726 


Filamin 


Filamin/ABP280 repeat 


2.3e-21 


74.7 


1 


313-402 


726 


NHL 


NHL repeat 


4.4e-10 


40.3 


1 


431-458 


726 


Glyoxalase 


Glyoxalase/BIeomycin resistance prote 


0.78 


3.6 


1 


476-504 


726 


NHL 


NHL repeat 


2.4e-10 


41.2 


2 


478-505 


726 


NHL 


NHL repeat 


l.le-10 


42.4 


3 


525-552 


726 


NHL 


NHL repeat 


2.5e-09 


37.6 


4 


572-599 


726 


NHL 


NHL repeat 


7.8e-ll 


43.0 


5 


619-646 


726 


NHL 


NHL repeat 


3.8e-08 


33.2 


6 


666-693 


727 


PaREPl 


Archaeal PaREPl protein 


0.38 


5.3 


1 


111-127 


727 


FCH 


Fes/CIP4 homology domain 


0.026 


10.3 


1 


281-321 


727 


DAG PE-bind 


Phorbol esters/diacylglycerol binding 


2.8e-05 


21.7 


1 


709-747 


727 


RhoGAP 


RhoGAP domain 


3.9e-68 


231.7 


1 


775-947 


727 


Terpene_synth C 


Terpene synthase family, metal bindin 


0.84 


2.7 


1 


778-812 


727 


NnrS 


NnrS protein 


1 


1.8 


1 


934-943 


728 


DUF727 


Protein of unknown function (DUF727) 


0.83 


4.2 


1 


115-129 


728 


CN hydrolase 


Carbon-nitrogen hydrolase 


4e-09 


33.8 




120-216 


729 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


3.3e-14 


44.8 


1 


93-223 


729 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


0.00037 


16.1 


1 


274-296 


729 


PsaL 


Photosystem I reaction centre subunit 


0.99 


3.2 




302-317 


729 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


8.5e-17 


62.5 


-\ 


340^80 


729 


Fragjlysin 


Fragilysin metallopeptidase (M10C) en 


0.46 


3.1 




412-430 


729 


dickkopf N 


Dickkopf N-terminal cysteine-rich reg 


0.0036 


10.8 


1 


534-560 


729 


Stigl 


Stigma-specific protein, Stigl 


0.11 


4.5 




544-558 


729 


EB 


EB module 


0.8 


3.9 


-] 


546-558 


729 


tsp 1 


Thrombospondin type 1 domain 


7.1e-09 


31.3 




570-623 


729 


zf-A20 


A20-iike zinc finger 


0.39 


8.6 


i 


702-717 


729 


ADAM spacer 1 


ADAM-TS Spacer 1 


3.8e-49 


173.5 




734-852 


729 


Herpes_VP19C 


Herpesvirus capsid shell protein VP19 


0.95 


3.6 


-] 


860-871 


729 


tsp_l 


2/12 866 875.. 4 13 


0.048 


8.5 


3 


985- 
1002 


729 


tsp_l 


2/12 866 875.. 4 13 


0.067 


8.1 


4 


1037- 
1089 


729 


tsp_l 


2/12 866 875.. 4 13 


1.2e-05 


20.6 


5 


1092- 
1115 


729 


PTN_MK_N 


PTN/MK heparin-binding protein 
family 


0.44 


4.2 


1 


1165- 
1184 


729 


tsp_l 


2/12 866 875.. 4 13 


7.6e-07 


24.5 


6 


1165- 
1190 


729 


tsp_l 


2/12 866 875.. 4 13 


1.4e-06 


23.7 


7 


1228- 
1276 


729 


tsp_l 


2/12 866 875.. 4 13 


4.6e-07 


25.3 


8 


1313- 
1364 


729 


tsp_l 


2/12 866 875.. 4 13 


0.00029 


15.9 


9 


1372- 
1420 


729 


tspj 


2/12 866 875.. 4 13 


1.7*07 


26.7 


10 


1426- 
1479 


729 


tsp_l 


2/12 866 875.. 4 13 


4.7e-05 


18.6 


11 


1485- 
1506 


729 


tsp_l 


2/12 866 875.. 4 13 


0.00073 


14.6 


12 


1543- 
1593 


730 


Adeno Penton B 


Adenovirus penton base protein 


0.39 


1.6 


1 


178-193 
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731 


*S 


Immunoglobulin domain 


0.19 


8.3 


1 


6-99 


731 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


83-95 


731 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


2 


146-235 


731 


ig 


Immunoglobulin domain 


0.00014 


20.0 


3 


282-373 


732 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


732 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


732 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


256-268 


732 




Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


732 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


733 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


734 


ig 


Immunoglobulin domain 


0.0018 


15.8 


1 


42-126 


734 


DUF390 


Protein of unknown function (DUF390) 


0.73 


0.9 


1 


110-122 


735 


RhoGEF 


RhoGEF domain 


8.2e-08 


27.0 


1 


165-225 


735 


FA_hydroxylase 


Fatty acid hydroxylase 


0.6 


3.7 


1 


221-233 


735 


RhoGEF 


RhoGEF domain 


7.5e-09 


30.5 


2 


257-329 


736 


HEM4 


Uroporphyrinogen-IH synthase HemD 


0.98 


3.1 


1 


549-581 


736 


DUF178 


Uncharacterized ACR, COG1427 


0.11 


6.0 


1 


604-622 


737 


rim 


RNA recognition motif. (a.k.a. RRM, R 


2.5e-07 


28.2 


1 


78-142 


737 


Smg4JJPF3 


Smg-4/UPF3 family 


0.042 


8.7 


1 


143-173 


737 


rrm 


RNA recognition motif, (a-ta. RRM, R 


9.7e-16 


58.1 


2 


151-222 


737 


fer4 NifH 


4Fe-4S iron sulfur cluster binding pr 


1 


2.4 


1 


160-176 


737 


rrm 


RNA recognition motif. (a.k.a. RRM, R 


3.6e-06 


24.1 


3 


274-311 


738 


Adeno E4 34 


Adenovirus early E4 34 kDa protein co 


0.45 


4.4 


1 


5-22 


739 


ribonuc red sm 


Ribonucleotide reductase, small chain 


0.29 


3.7 


1 


244-265 


740 


Sua5_yciO yrdC 


yrdC domain 


0.99 


3.3 


1 


38-53 


740 


F-box 


F-box domain 


0.095 


9.0 


1 


134-175 


740 


DUF469 


Protein with unknown function 
(DUF469 


0.38 


4.7 


1 


354-371 


741 


OmpH 


Outer membrane protein (OmpH-like) 


0.14 


6.9 


1 


81-150 


741 


Herpes BLRF2 


Herpesvirus BLRF2 protein 


0.12 


7.3 


1 


256-277 


741 


UIM 


Ubiquitin interaction motif 


0.34 


8.8 


1 


293-310 


741 


DUF260 


Protein of unknown function DUF260 


0.26 


4.8 


1 


330-350 


741 


TelA 


Toxic anion resistance protein (TelA) 


0.34 


4.5 


1 


348-368 


741 


Pox_A_type_inc 


1/5 216 235.. 1 23 


0.6 


6.3 


2 


358-377 


741 


PspA_IM30 


PspA/IM30 family 


0.34 


5.2 


1 


364-399 


741 


M 


1/5 272 292.. 1 21 


0.46 


8.0 


3 


534-554 


741 


Coprinus_mating 


Coprinus cinereus mating- type protein 


0.65 


1.6 


1 


698-729 


741 


Ribosomal L29e 


Ribosomal L29e protein family 


0.3 


5.8 


1 


717-755 


741 


Phage_portal_2 


Phage portal protein, lambda family 


0.75 


2.2 


1 


799-816 


741 


Dishevelled 


Dishevelled specific domain 


0.22 


4.9 


1 


903-922 


741 


SlyX 


SlyX 


0.69 


1.3 


1 


945-954 


742 


cadherin 


Cadherin domain 


0.13 


7.4 


1 


30-96 


742 


cadherin 


Cadherin domain 


8.4e-13 


46.4 


2 


147-243 


742 


cadherin 


Cadherin domain 


7.1e-25 


88.5 


3 


257-349 


742 


He PIG 


Putative Ig domain 


0.4 


5.5 


1 


262-279 


742 


cadherin 


Cadherin domain 


0.049 


8.8 


4 


369-399 


742 


cadherin 


Cadherin domain 


2.3e-05 


20.4 


5 


427-460 


742 


cadherin 


Cadherin domain 


5.6e-21 


74.9 


6 


474-563 


742 


cadherin ' 


Cadherin domain 


1.9e-25 


90.4 


7 


577-666 


742 


cadherin 


Cadherin domain 


4.5e-09 


33.4 


8 


693-737 


743 


PGM_PMMJ 


Phosphoglucomutase/phosphomannom 
utase 


1.6e-15 


57.2 


t 


1-47 


743 


PGM_PMM 


Phosphoglucomutase/phosphomannom 
utase 


0.041 


9.3 


1 


388-430 
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743 


Corl 


Corl/Xlr/Xmr conserved region 


0.73 


4.1 


- 1 - 


/tIC /IIC 

423-433 


744 


MACPF 


MAC/Perforin domain 


0.00017 


15.5 


1 




744 


Keratin matx 


Keratin, high-sulphur matrix protein 


0.19 


7.6 


1 




744 


Noll Nop2 Sun 


NOLl/NOP2/sun family 


0.29 


4.1 


1 


oUz-oZz 


745 


Remorin_C 


Remorin, C-terminal region 


0.19 


6.6 


1 


i ia 1 ii 
120-133 


745 


zf-C2H2 


Zinc finger, C2H2 type 


0.00033 


21.5 


1 


-I 1 A 1 CO 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.3 


6.5 


1 


ICQ 1 £.Q 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.3e-07 


33.1 


2 


1 CO 1 OA 


745 


XPA N 


XPA protein N-terminal 


0.72 


5.2 J 


3 


1 Ol 1 AC 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


2 


loo-iyo 


745 


zf-C2H2 


Zinc ringer, C2H2 type 


3.9e-07 


33.3 


3 


1 50-2U5 


745 


XPA N 


XPA protein N-terminal 


0.21 


7.1 


4 


111 T)1 

211-223 


745 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


35.8 


4 


11/1 Ol/C 

214-230 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-07 


32.9 


5 


242-254 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


267-279 


745 


TFIIS 


Transcription factor S-II (THIS) 


0.28 


6.6 


5 


i*7A oon 
27U-28U 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-07 


33.7 


6 


nA ooi 
270-25*2 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


7 


295-307 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.54 


5.6 


6 


iao iao 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


298-320 


745 


XPA_N 


XPA protein N-terminal 


0.74 


52 


8 


323-33D 


745 


TFIIS 


Transcription factor S-II (THIS) 


0.073 


8.6 


7 


325-336 


745 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


326-348 


745 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


9 


351-363 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


354-364 


745 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


354-376 


745 


XPA_N 


XPA protein N-terminal 


0.13 


7.8 


10 


379-39 1 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


9 


o oi *> r\i 

382-392 


745 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


10 


382-404 


745 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


11 


407-419 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


410-420 


745 


zf-C2H2 


Zinc finger, C2H2type 


2.7e-07 


33.9 


11 


410-432 


745 


zf-C2H2 


Zinc finger, C2H2 type 


0.0011 


19.4 


12 


440-460 


745 


XPA N 


XPA protein N-terminal 


0.67 


5.3 


12 


485-497 


745 


zf-C2H2 


13/16 466 481.. 1 17 


3.9e-06 


29.3 


14 


488-510 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.0051 


12.6 


12 


515-526 


745 


zf-C2H2 


13/16 466 481.. 1 17 


1.3e-05 


27.2 


15 


516-538 


745 


zf-BED 


BED zinc finger 


0.71 


4.6 


3 


517-539 


745 


XPA N 


XPA protein N-terminal 


0.092 


8.3 


14 


541-553 


745 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


13 


CAA CCA 

544-554 


745 


zf-C2H2 


13/16 466 481.. 1 17 


0.00057 


20.5 


16 


544-565 


746 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


35-75 


746 


ROS_MUCR 


ROS/MUCR transcriptional regulator 
pr 


0.33 


3.9 


1 


81-104 


746 


Remorin C 


Remorin, C-terminal region 


0 1Q 


6.6 


1 


195-208 


746 


zf-C2H2 


Zinc finger, C2H2 type 


0.00033 


21.5 


1 


205-227 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.3 


6.5 


1 


233-243 


746 


zf-C2H2 


Zinc finger, C2H2type 


4.3e-07 


33.1 


2 


233-255 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


3 


258-270 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


2 


261-271 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.9e-07 


33.3 


3 


261-283 


746 


XPA N 


XPA protein N-terminal 


0.21 


7.1 


4 


286-298 


746 


zf-C2H2 


Zinc finger, C2H2 type 


9.4e-08 


35.8 


4 


289-311 


746 


zf-C2H2 


Zinc finger, C2H2 type 


4.8e-07 


32.9 


5 


317-339 
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746 


XPA N 


XPA protein N-tenninal 


0.13 


7.8 


6 


342-354 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


5 


345-355 


746 


zf-C2H2 


Zinc ringer, C2H2 type 


3.1e-07 


33.7 


6 


345-367 


746 


XPA_N 


XPA protein N-terminal 


0.13 


7.8 


7 


370-382 


746 


TFIIS i 


Transcription factor S-II (TFIIS) 


0.54 


5.6 


6 


373-383 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.1e-06 


29.7 


7 


373-395 


746 


XPA N 


XPA protein N-terminal 


0.74 


5.2 


8 


398-410 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.073 


8.6 


7 


400-411 


746 


zf-C2H2 


Zinc finger, C2H2 type 


3.3e-07 


33.6 


8 


401-423 


746 


XPA N 


XPA protein N-terminal 


0.72 


5.2 


9 


426-438 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.51 


5.7 


8 


429-439 


746 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-07 


32.2 


9 


429-451 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


10 


454-466 


746 


TFIIS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


9 


457-467 


746 


zf-C2H2 


Zinc ringer, C2H2 type 


4.4e-06 


29.1 


10 


457-479 


746 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


11 


482-494 


746 


TFHS 


Transcription factor S-II (TFIIS) 


0.28 


6.6 


10 


485-495 


746 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


11 


485-507 


746 


zf-C2H2 


Zinc finger, C2H2 type 


0.0011 


19.4 


12 


515-535 


747 


EMP24 GP25L 


emp24/gp25L/p24 family 


4.9e-80 


276.1 


1 


5-201 


748 


acid_phosphat 


Histidine acid phosphatase 


7.9e- 
159 


537.8 


1 


31-371 


749 


C tripleX 


Cysteine rich repeat 


0.92 


4.2 


1 


52-67 


749 


ApoC-I 


Apolipoprotein C-I (ApoC-1) 


0.83 


3.7 


1 


196-260 


749 


PH 


PH domain 


1.5e-20 


69.0 


1 


393-487 


749 


ArfGap 


Putative GTPase activating protein fo 


2.1e-60 


210.7 


1 


527-649 


749 


ank 


1/4 797 823.. 7 33 


1.5e-08 


33.7 


2 


826-858 


749 


ank 


1/4 797 823.. 7 33 


0.0001 


20.0 


3 


859-891 


751 


DUF369 


Domain of unknown function 
(DUF369) 


0.17 


5.8 


1 


275-288 


751 


KRAB 


KRAB box 


l.le-20 


77.0 


1 


342-382 


751 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-06 


28.0 


1 


603-625 


751 


TFIIS 


Transcription factor S-II (TFIIS) 


0.78 


5.1 


1 


604-613 


751 


zf-C2H2 


Ziric finger, C2H2 type 


1.6e-05 


26.8 


2 


631-653 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


3 


693-715 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.54 


2.9 


1 


708-726 


751 


TFOS 


Transcription factor S-II (TFIIS) 


0.63 


5.4 


3 


721-731 


751 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


4 


721-743 


751 


zf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


5 


751-773 


751 


zf-BED 


BED zinc finger 


0.31 


5.8 


1 


752-774 


751 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


766-784 


751 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-06 


28.6 


6 


779-801 


752 


Vpsl6_N 


Vpsl6, N-terminal region 


2.3e- 
273 


918.3 


1 


1-420 j 


752 


Ribosomal L36 


Ribosomal protein L36 


0.6 


5.0 


1 


245-281 


752 


Fum erase 


Fumarate hydratase (Fumerase) 


0.71 


3.4 


1 


376-402 


752 


Peptidase Ml 6 
C 


Peptidase Ml 6 inactive domain 


0.29 


5.2 


1 


492-510 


752 


Vpsl6_C 


Vpsl6, C-terminal region 


2.4e-15 


57.9 


1 


517-548 


752 


Vpsl6_C 


Vpsl6, C-terminal region 


4.6e- 
128 


435.6 


2 


554-762 


753 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


30-59 


753 


XG FTase 


Xyloglucan fucosyltransferase 


0.53 


2.0 


1 


37-48 


753 


LRR 


Leucine Rich Repeat 


0.36 


6.7 


1 


61-82 
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753 


LRR 


Leucine Rich Repeat 


0.0014 


14.8 


2 


83-106 


753 


LRR 


Leucine Rich Repeat 


5.7e-05 


19.5 


3 


107-131 


753 


LRR 


Leucine Rich Repeat 


2.7e-05 


20.6 


4 


132-155 


753 


LRR 


Leucine Rich Repeat 


0.001 


15.3 


5 


156-179 


753 


LRR 


Leucine Rich Repeat 


0.0036 


13.4 


6 


180-203 


753 


LRR 


Leucine Rich Repeat 


0.0016 


14.6 


7 


204-227 


753 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


228-251 


753 


LRRCT 


Leucine rich repeat C-terminal domain 


9.7e-12 


37.1 


1 


261-311 


754 


A2M_N 


Alpha-2-macrogIobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 


754 


Big 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


754 


A2M 


Alpha-2-macroglobuIin family 


6.2e-64 


214.2 


1 


721-949 


754 


A2M 


Alpha-2-macroglobulin family 


6.2e- 
132 


444.2 


2 


983- 
1469 


754 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


755 


DUF904 


Protein of unknown function (DUF904) 


0.21 


6.7 


1 


116-125 


755 


DUF536 


Protein of unknown function, DUF536 


0.47 


6.4 


I 


162-192 


755 


Syntaxin 


Syntaxin 


0.11 


7.9 


1 


163-197 


755 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


1.7e-09 


32.1 


1 


242-275 


755 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


1.9e-25 


86.7 


2 


279-422 


756 


ig 


Immunoglobulin domain 


1.3e-06 


27.6 


1 


43-102 


756 


ifi 


Immunoglobulin domain 


2.2e-05 


23.0 


2 


137-198 


756 


FYRN 


F/Y-rich N-terminus 


0.55 


5.3 


1 


181-200 


756 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 


3 


242-299 


756 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


4 


339-388 


756 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


5 


424-481 


756 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


514-579 


756 


fn3 


Fibronectin type III domain 


7.7e-23 


81.1 


1 


598-687 


756 


fii3 


Fibronectin type III domain 


9.1e-08 


28.7 


2 


700-790 


756 


fh3 


Fibronectin type III domain 


9.3e-17 


60.0 


3 


802-891 


756 


fh3 


Fibronectin type III domain 


1.6e-09 


34.8 


4 


903-986 


757 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


757 


LRR 


Leucine Rich Repeat 


0.003 


13.7 


2 


76-99 


757 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


757 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


757 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


757 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


757 


FliD 


Flagellar hook- associated protein 2 


0.96 


1.2 


1 


194-209 


757 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


757 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


757 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


757 


fh3 


Fibronectin type III domain 


0.00045 


15.9 


1 


444-496 


758 


LRR 


Leucine Rich Repeat 


0.29 


7.0 


1 


52-75 


758 


LRR 


Leucine Rich Repeat 


U.UUJ 


iin 
lo. 1 


o 
Z 


76-00 


758 


LRR 


Leucine Rich Repeat 


4e-05 


20.0 


3 


100-123 


758 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


4 


124-147 


758 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


5 


148-171 


758 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


172-195 


758 


FliD 


Flagellar hook-associated protein 2 


0.96 


1.2 


1 


194-209 


758 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


7 


196-216 


758 


LRRCT 


Leucine rich repeat C-terminal domain 


9.3e-10 


31.0 


1 


240-285 


758 


ig 


Immunoglobulin domain 


9.4e-09 


35.6 


1 


301-359 


758 


fn3 


Fibronectin type III domain 


0.013 


10.8 


1 


466-500 
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759 


Serendipity A 


Serendipity locus alpha protein (SRY- 


0.35 


2.3 


1 


98-106 


759 


EGF 


EGF-like domain 


0.76 


5.8 


1 


111-133 


759 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


168-237 


759 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 


1 


286-352 


759 


AIG2 ! 


AIG2-like family 


0.81 


2.4 


1 


329-340 


759 


ig ! 


Immunoglobulin domain 


0.33 


7.4 


2 


485-547 


759 


60KDJMP 


60Kd inner membrane protein 


0.64 


3.1 


1 


502-523 


759 


Atracotoxin - 


Delta Atracotoxin 


0.31 


6.4 


1 


628-642 


759 


CAS CSE1 


CAS/CSE protein, C-terminus 


0.28 


5.8 


1 


902-915 


759 


GPS 


Latrophilin/CL-l-like GPS domain 


2e-14 


54.5 


1 


950- 
1002 


759 


7tm_2 


7 transmembrane receptor (Secretin fa 


6.4e-21 


73.4 


1 


1009- 
1273 


759 


ATP-synt_G 


Mitochondrial ATP synthase g subunit 


0.66 


3.9 


1 


1267- 
1279 


759 


SH 


Viral small hydrophobic protein 


0.63 


4.1 


1 


1273- 
1292 


760 


TFI1S 


Transcription factor S-II (TFIIS) 


0.27 


6.6 


1 


107-117 


760 


zf-C2H2 


1/13 93 101.. 16 24 


0.00013 


23.2 


2 


107-129 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.2e-06 


29.6 


3 


135-157 


760 


Ribosomal L19e 


Ribosomal protein L19e 


0.59 


3.9 


1 


143-161 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


3 


163-173 


760 


zf-C2H2 


1/13 93 101.. 16 24 


1.5e-05 


26.9 


4 


163-185 


760 


XPA N 


XPA protein N-terminal 


0.37 


6.2 


3 


188-200 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.08 


8.4 


4 


191-201 


760 


zf-C2H2 


1/13 93 101.. 16 24 


4.3e-06 


29.1 


5 


191-213 


760 


XPA N 


XPA protein N-terrninal 


0.15 


7.6 


4 


f% m ft ft ft 

216-229 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.31 


6.4 


5 


219-229 


760 


zf-C2H2 


1/13 93 101.. 16 24 


2.4e-06 


30.1 


6 


219-241 


760 


XPA N 


XPA protein N-terminal 


0.45 


5.9 


5 


244-256 


760 


TFIIS 


Transcription fector S-II (TFIIS) 


0.013 


11.2 


6 


247-257 


760 


zf-C2H2 


1/13 93 101.. 16 24 


9.1e-07 


31.8 


7 


247-269 


760 


XPA N 


XPA protein N-terminal 


0.29 


6.6 


6 


272-284 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.8e-08 


37.2 


8 


275-297 


760 


zf-BED 


BED zinc finger 


0.13 


7.1 


3 


276-298 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3e-06 


29.7 


9 


303-325 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.019 


10.6 


9 


331-341 


760 


zf-C2H2 


1/13 93 101.. 16 24 


3.1e-06 


29.7 


10 


331-353 


760 


zf-C2H2 


1/13 93 101.. 16 24 


2.7e-07 


33.9 


11 


r\ m gf\ ft ft ■* 

359-381 


760 


zf-BED 


BED zinc finger 


0.63 


4.8 


4 


<% f r\ ft ftft 

360-382 


760 


PqiA 


Paraquat-inducible protein A 


0.55 


4.0 


2 


378-409 


760 


XPA N 


9/11 356 366.. 1 11 


0.22 


7.0 


10 


384-396 


760 


zf-C2H2 


1/13 93 101.. 16 24 


8.8e-08 


35.9 


12 


387-409 


760 


TFIIS 


Transcription factor S-II (TFIIS) 


0.036 


9.7 


12 


415-425 


760 


zf-C2H2 


1/13 93 101 .. 16 24 


n mQ 
u.uzo 






415-437 


761 


Clq 


Clq domain 


0.77 


4.7 


1 


104-116 


761 


DUF127 


Protein of unknown function DUF127 


0.81 


2.3 


1 


134-143 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.53 


4.3 


1 


176-189 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.27 


5.3 


2 


443-477 


761 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.65 


4.0 


3 


543-620 


761 


PgpA 


Phosphatidylglycerophosphatase A 


0.96 


2.9 


1 


745-760 


761 


DUF418 


Protein of unknown function (DUF418) 


0.15 


6.0 


1 


833-887 


763 


zf-HIT 


HIT zinc finger 


0.21 


8.5 


1 


161-179 


763 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


1 


170-193 
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764 


FHA 


FHA domain 


0.024 


11.6 


1 


25-90 


764 


HIT 


HIT domain 


6e-05 


15.8 




181-235 


764 


DcpS 


Scavenger mRNA decapping enzyme 
(DcpS 


0.0099 


8.2 




210-271 


764 


DUF369 


Domain of unknown function 
(DUF369) 


0.35 


4.8 




219-239 


764 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


317-339 


767 


Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


8.6e- 
161 


544.3 


1 


1-229 


767 


DUF692 


Protein of unknown function (DUF692) 


0.91 


2.6 


1 


127-148 


768 


SRCR 


Scavenger receptor cysteine-rich doma 


9.2e-36 


127.9 


1 


32-129 


768 


SRCR 


Scavenger receptor cysteine-rich doma 


6.5e-15 


54.2 




142-247 


768 


Lysyl oxidase 


Lysyl oxidase 


1.2e-80 


278.1 


-j 


251-359 


769 


RHS 


RHS protein 


0.83 


4.8 




31-43 


769 


GalB 


PET1 12 family, C terminal region 


0.41 


5.8 


1 


64-86 


769 


Glyco transf 8 


Glycosyl transferase family 8 


1.9e-10 


40.1 




65-227 


769 


Phage_holin_4 


Holin family 


0.84 


4.0 


1 


269-282 


770 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 




169-194 


770 


WD40 [ 


WD domain, G-beta repeat 


5.2e-06 


23.8 




225-251 


770 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


241-255 


770 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 




.374-401 


771 


TPR 


TPR Domain 


0.27 


7.6 




190-214 


773 


CTP_transf_l 


Cytidylyltransferase family 


3.3e- 
125 


426.1 


1 


69-400 


773 


DAG PE-bind 


Phorbol esters/diacylglycerol binding 


0.28 


7.3 




166-180 


773 


Pyridox oxidase 


Pyridoxamine 5-phosphate oxidase 


0.34 


2.7 


1 


326-334 


773 


KLX 


KIX domain 


0.48 


5.9 


1 


415-435 


774 


CBM 20 


Starch binding domain 


0.078 


8.5 


1 


86-105 


774 


WD40 


WD domain, G-beta repeat 


3.9e-08 


31.2 


1 


165-203 


775 


TACC 


Transforming acidic coiled-coil-conta 


0.43 


3.9 


1 


312-334 


775 


bZIP 


1/2 308 325.. 48 65 


0.39 


5.9 




408-438 


776 


Tweety 


Tweety 


3.4e-74 


256.6 


1 


21-413 


779 


HesB-like 


HesB-like domain 


2.8e-41 


132.5 


1 


49-151 


780 


ig 


Immunoglobulin domain 


0.015 


12.4 


1 


2-57 


780 


ig 


Immunoglobulin domain 


0.00033 


18.6 




96-155 


781 


Mpvl7_PMP22 


Mpvl 7 /PMP22 family 


8e-14 


51.5 




129-191 


781 


Adenovirus PX 


Adenovirus late L2 mu core protein (P 


0.65 


5.4 




133-152 


782 


sic 


sic protein 


0.1 


3.9 


i 


184-239 


783 


Collagen 


Collagen triple helix repeat (20 copi 


5.5e-07 


28.5 


1 


13-51 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.044 


10.1 


2 


59-81 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.014 


12.0 


3 


86-104 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.029 


10.7 


4 


106-127 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12.1 


5 


132-150 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.04 


10.3 


6 


152-173 


783 


Collagen 


Collagen triple helix repeat (20 copi 


0.013 


12. 1 


n 
I 




783 


Collagen 


Collagen triple helix repeat (20 copi 


2.5e-07 


29.8 


8 


198-237 


783 


S- 

AdoMet syntD3 


S-adenosylmethionine synthetase, C-te 


0.29 


4.1 


1 


232-247 


783 


vwa 


von Willebrand factor type A domain 


1.2e-46 


149.1 




266-448 


783 


Kunitz BPTI 


Kunitz/Bovine pancreatic trypsin inhi 


2.2e-23 


71.1 




540-590 


784 


DUF388 


Domain unknown function (DUF388) 


0.047 


8.8 




1-18 


784 


Mtap_PNP 


Phosphorylase family 2 


0.26 


5.1 




1-18 


784 


Sterol desat 


Sterol desaturase 


1.8e-48 


164.1 




57-263 


785 


ig 


Immunoglobulin domain 


0.0011 


16.7 




116-176 
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785 


malic 


Malic enzyme, N-terminal domain 


0.76 


2.6 


1 


203-209 


785 


ig 


Immunoglobulin domain 


3.6e-10 


40.9 


2 


331-391 


785 


APOBEC C 


APOBEC-like C-terminal domain 


0.88 


5.2 


1 


446-474 


785 


enolase 


Enolase, C-tenninal TIM barrel domain 


0.26 


4.4 


1 


600-618 


785 


RNA_pol Rpbl 
5 


RNA polymerase Rpbl, domain 5 


0.65 


1.5 


1 


1034- 
1489 


785 


ig 


Immunoglobulin domain 


4.9e-05 


21.7 


3 


1363- 
1415 


785 


sigma70_r3 


Sigma-70 region 3 


0.6 


5.7 


1 


1461- 
1481 


785 


ig 


Immunoglobulin domain 


5.2e-08 


32.9 


4 


1552- ! 
1613 


786 


RNA helicase 


RNA helicase 


0.00029 


15.0 


1 


30-53 


786 


AAA 


ATPase family associated with various 


0.00038 


13.8 


1 


32-48 


786 


NACHT 


NACHT domain 


0.0022 


12.0 


1 


34-56 


786 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.64 


3.5 


1 


35-46 


786 


NB-ARC 


NB-ARC domain 


0.62 


2.7 


1 


35-50 


786 


ADK 


Adenylate kinase 


2.2e-05 


19.0 


1 


67-114 


786 


ADK 


Adenylate kinase 


0.12 


6.2 




127-160 


786 


ZZ 


Zinc finger, ZZ type 


0.097 


8.8 


1 


146-157 


786 


SRP54 


SRP54-type protein, GTPase domain 


0.3 


5.9 


1 


390-408 


786 


SKI 


Shikimate kinase 


0.12 


6.4 


1 


392-413 


786 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.83 


3.1 




396-413 


786 


RHD3 


Root hair defective 3 GTP-binding pro 


0.039 


5.3 


1 


397-411 


786 


CoaE 


Dephospho-CoA kinase 


0.12 


6.4 




402-421 


786 


Thymidylate kin 


Thymidylate kinase 


0.81 


2.1 


~ 


402-418 


788 


SH3 


SID domain 


2.3e-14 


55.4 


1 


1-56 


789 


SH3 


SIB domain 


1.5e-15 


59.8 


1 


73-129 


790 


TIMP 


Tissue inhibitor of metalloproteinase 


1.2e-89 


243.9 


1 


20-116 


790 


Phyto Pns9 10 


Phytoreovirus nonstructural protein P 


0.44 


3.0 


1 


102-108 


791 


DUF716 


Family of unknown function (DUF716) 


0.93 


3.4 


1 


26-54 


791 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.4 


4.3 


1 


27-48 


791 | 


FLO LFY 


Floricaula / Leafy protein 


0.22 


2.7 


1 


127-140 


791 


lectin c i 


Lectin C-type domain 


1.9e-07 


31.5 




162-267 


792 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
tra 


7.9e- 
258 


866.7 


4 — 


24-447 


792 


Pox E8 


Poxvirus E8 protein 


0.81 


3.1 


i 


56-70 


792 


Glyco_tran_28 C 


Glycosyltransferase family 28 C-termi 


0.06 


7.5 


l 


292-314 


793 


TRAPP Bet3 


Transport protein particle (TRAPP) co 


l.le-67 


235.0 


l 


6-173 


794 


PCMT 


Protein-L-isoaspartate(D-aspartate) O 


0.0055 


11.0 


l 


74-113 


794 


Ubiemethyltran 


ubiE/COQ5 methyltransferase family 


1.9e-05 


18.5 


i 


161-182 


794 


Methyltransf 8 | 


Hypothetical methyltransferase 


0.04 


7.5 


l 


168-182 


795 


Brix 


Brix domain 


2e-88 


303.9 


l 


1-248 


795 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


0.3 


6.3 


i 


246-273 


795 


7tm 1 


7 transmembrane receptor (rhodopsin f 


3e-42 


125.3 




444-671 


795 


Lip_A_acyltrans 


Bacteria] lipid A biosynthesis acyltr 


0.4 


4.3 




532-558 


795 


ACPS 


4-phosphopantetheinyl transferase su 


0.72 


3.3 




585-600 


796 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


797 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


ig 


Immunoglobulin domain 


0.0042 


14.5 




33-110 


798 


FliL 


Flagellar basal body-associated prate 


0.029 


92 




170-203 


798 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 




174-193 


799 


PH 


PH domain 


1.9e-21 


72.0 




14-112 
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800 


Ifi-6-16 


Interferon-induced 6-16 family 


Lle-41 


144.4 


1 


10-87 


800 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


14-42 


800 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


70-88 


801 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


17-99 


801 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


26-54 


801 


CRCB 


CrcB-like protein 


0.18 


7.1 


1 


82-100 


802 


ank 


Ankyrin repeat 


1 


5.7 


1 


338-367 


802 


RrauC 


RmuC family 


0.49 


3.9 




621-657 


804 


ig 


Immunoglobulin domain 


0.0002 


19.4 


1 


35-111 


804 


DUF708 


Protein of unknown function (DUF708) 


0.27 


5.6 


1 


230-246 


804 


CDC50 


LEM3 (ligand-effect modulator 3) fami 


0.049 


6.6 


1 


231-258 


806 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


807 


EGF 


EGF-like domain 


0.0019 


15.2 


i 


60-95 


808 


EGF 


EGF-like domain 


0.0019 


15.2 


1 


60-95 


809 


PB PI4 kinase 


Phosphatidyl inositol 3- and 4- kinase 


0.89 


3.6 


1 


6-35 


809 


ig 


Immunoglobulin domain 


4.9e-06 


25.4 


1 


109-171 


811 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.061 


5.2 


1 


92-104 


811 


MHC I 


Class I Histocompatibility antigen, d 


0.021 


9.1 


2 


120-205 


812 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


78-137 


812 


ig 


Immunoglobulin domain 


0.0018 


15.9 


3 


176-237 


812 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


274-335 


812 


DNA__pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


291-347 


812 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


300-322 


812 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


369-430 


812 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


465-529 


813 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.65 


2.6 


1 


55-63 


813 


LRRCT 


Leucine rich repeat C-terminal domain 


0.15 


5.9 


1 


61-85 


813 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


237-256 


813 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


295-358 


813 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


393-452 


813 


Noll_Nop2 Sun 


NOLl/NOP2/sun family 


0.28 


4.1 


1 


629-671 


813 


ig 


Immunoglobulin domain 


1.2e-05 


24.0 


3 


1468- 
1530 


813 


ig 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1565- 
1627 


813 


ig 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1662- 
1724 


813 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1701- 
1749 


813 


ig 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1761- 
1823 


813 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


1858- 
1926 


813 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


1961- 
2020 


813 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2059- 
2120 


813 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2157- 
2218 


813 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


2174- 
2230 


813 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


2183- 
2205 
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813 


ig 


Immunoglobulin domain 


0.0012 


16.6 


11 


2252- 
2313 


813 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


12 


2348- 
2412 


814 


DUF126 


Protein of unknown function DUF126 


0.08 


6.1 


1 


1-9 


814 


LRRNT 


Leucine rich repeat N-terminal domain 


3e-07 


26.4 


I 


zsoo 


814 


LRR 


Leucine Rich Repeat 


0.0074 


12.4 


1 


CO 01 

58-81 


814 


Phage holin 4 


Holin family 


0.73 


4.2 


1 


69-50 


814 


LRR 


Leucine Rich Repeat 


0.00054 


16.2 


2 




814 


LRR 


Leucine Rich Repeat 


0.005 


12.9 


3 


106-129 


814 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


4 


130-153 


814 


LRR 


Leucine Rich Repeat 


0.00088 


15.5 


5 


154-177 


814 


LRR 


Leucine Rich Repeat 


0.0028 


13.8 


6 


186-209 


814 


LRRCT 


Leucine rich repeat Oterminal domain 


2.4e-13 


42.0 


1 


219-280 


814 


DUF909 


Bacterial protein of unknown function 


0.4 


5.7 


1 


432-451 


814 


ig 


Immunoglobulin domain 


0.0047 


14.3 


1 


490-553 


814 


ig 


Immunoglobulin domain 


1.2e-08 


35.2 


2 


588-647 


814 


Noll _Nop2_Sun 


NOLl/NOP2/sun family 


0.28 


4.1 


1 


824-866 


814 


ig 


Immunoglobulin domain 


1.2e-05 


24.0 


3 


1663- 
1725 


814 


ig 


Immunoglobulin domain 


l.le-06 


27.9 


4 


1760- 
1822 


814 


ig 


Immunoglobulin domain 


6.2e-09 


36.3 


5 


1857- 
1919 


814 


CD2 


T-cell surface antigen CD2 protein 


0.19 


3.9 


1 


1896- 
1944 


814 


ig 


Immunoglobulin domain 


2.6e-09 


37.7 


6 


1956- 
2018 


814 


ig 


Immunoglobulin domain 


8.7e-06 


24.5 


7 


2053- 
2121 


814 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


8 


2156- 
2215 


814 


ig 


Immunoglobulin domain 


0.0018 


15.9 


9 


2254- 
2315 


814 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


10 


2352- 
2413 


814 


DNA_polJ3_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


2369- 
2425 


814 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


2378- 
2400 


814 


ig 


Immunoglobulin domain 


0.0012 


16.6 


11 


2447- 
2508 


814 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


12 


2543- 
2607 


816 


Apolipoprotein 


A 1* A * _^ A 1 /A A fTl Pin -i i'Ii i 

Apolipoprotein A1/A4/B family 


z.je-i l 






7J-1UO 


816 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 




94-107 


816 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 




95-110 


816 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 




134-180 


816 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 




172-258 


816 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 




264-306 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 




93-168 


817 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 




94-107 


817 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 




95-110 
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817 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


-J 


134-180 


817 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 




no oco 

172-2DO 


817 


MM_Co A_m utas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-300 


818 


DUF717 


Protein of unknown function (DUF717) 


1 


4.0 


_J 


1 AA 1 0 1 

109-121 


818 


MHC I 


Class I Histocompatibility antigen, d 


0.69 


o "i 
3.7 


1 


OO/C 01Q 

220-23 y 


819 


Pox D5 


Poxvirus D5 protein-like 


1 


o o 
2.2 


1 


1 C OO 

lo-2o 


819 


phoslip 


Phospholipase A2 


3.4e-49 


172.4 


J 


O 1 1 A C 

21-143 


819 


RFX_DNA_bindi 
ng 


RFX DNA-bindmg domain 


a OA 

0.84 


O A 

2.9 


— 


CA C7 

000/ 


821 


MR MLE N 


— — 

Mandelate racemase / muconate lactom 


1 .oe-0 3 


n a 


J 


O 11') 

y-i 12 


821 


Peptidase_S26 


Signal peptidase I 


A 1Q 

0.3o 


1 o 

J.o 


J 


D4-04 


821 


CheR_N 


CheR methyltransferase, all-alpha dom 


A A 

0.4 


0./ 


J 


DO- /4 


821 


MR MLE 


Mandelate racemase / muconate lactoni 


o c« no 
2.3e-0o 


OA A 


~ 


lOl oco 


822 


NAP 


Nucleosome assembly protein (NAP) 


C n 1 A1 


644.5 


J 


1 O OB< 

12-20 D 


822 


GAT 


GAT domain 


A T7 
0.2/ 


A A 

4.9 


J 


11/11 0£ 
1 14-120 


822 


DUFI15 


Protein of unknown function DUF1 15 


O./o 


1 O 
J.O 


— 


1 1/C_1 A1 
1 10-143 


823 


PP2C 


Protein phosphatase 2C 


3.4e-72 


OCA A 

250.0 


J 


1 A*7 OOTi 

10/-3O3 


824 


vwc 


von Willebrand factor type C domain 


O 0« 1 A 

2.2e-l0 


1*7 O 

3 /.o 


~\ 


1 ao i cn 
103-13 / 


824 


vwc 


von Willebrand factor type C domain 


A AA 

4.7e-09 


1*5 1 

33.1 




10U-203 


824 


TILa 


TILa domain 


0.24 


6.3 


2 


1 Q1 OAA 

1 03-200 


825 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.4e-28 


Oyl 1 

84.3 


1 


1-1 /3 


826 


7tm 1 


7 transmembrane receptor (rhodopsin f 


4.5e-49 


145.7 


1 


>IA OOO 

40-25/ 


827 


EGF 


EGF-like domain 


0.0067 


■too 

13.2 


— 


*3C /CO 

33-62 


827 


DSL 


Delta serrate ligand 


0.48 


A n 

4.7 


J 


A1 <CO 

4/-02 


828 


Pox A46 


Poxvirus A46 family 


0.55 


2.5 


J 


1 K 

1-13 


828 


ExoD 


Exopolysacchande synthesis, ExoD 


A OO 

0.82 


O A 

2.4 


-j 


£LA QH 

04-0/ 


828 


RhoGAP 


RhoGAP domain 


1.3e-53 


1 OO /I 

lo2.4 




1A1 OCA 

101-230 


828 


Sec6 


Exocyst complex component Sec6 


A AT 

o.y / 


1 o 
1.0 


"1 

J 


1 Q.A 0A7 
lo4-2U/ 


829 


CUB 


CUB domain 


Lle-33 


1 10 c 

\ 12.0 


_j 


C 1 AO 

3-102 


830 


CUB 


CUB domain 


1.1 e-33 


1 1 O £ 

1 12.0 


-J 


c -j no 
3-102 


831 


myosin head 


Myosin head (motor domain) 


o.oe-/o 


oco o 
23 /.2 





1*7 OOO 

3 1-J.yy 


831 


ATP bmd2 


P-loop ATPase protein family 


A 1 C 

O.lo 


4.y 


J 


12o-13y 


831 


PRK 


Phosphoribulokinase / Uridine kinase 


A 1 A 

0.14 


c o 
5.2 


J 


1 OO 1 1Q 

12o-13y 


832 


myosinjiead 


Myosin head (motor domain) 


A 1 * AA 

4.ie-yo 


306.1 


— 


1*7 10*7 

3 /-3o/ 


832 


ATP bind2 


P-loop ATPase protein family 


A 1 C 

0.16 


y| A 

4.9 


-J 


10<C 11A 

120-13y 


832 


PRK 


Phosphoribulokinase / Uridine kinase 


A 1 A 

0.14 


c o 
3.2 




IOC no 
120-1 3y 


834 


7rm 5 


7TM chemoreceptor 


An 
0.1 / 


1.1 


"1 

— 


1*7 AO 

3 /-4y 


834 


kazal 


Kazal-type serine protease inhibitor 


O A „ AO 

8.4e-08 


33.5 


J 


1 lO 1 01 

13y-lo3 


834 


thyroglobulin_l 


Thyroglobulin type-1 repeat 


4.1e-21 


OA 1 
80.3 


_] 


11<_1*70 

3 10-3 /y 


835 


Micro A star 


Microvirus A* protein 


A 1 C 

0.16 


5.3 


J 


A 1 A /10#C 

Hi 0-420 


835 


Coronavirus 5 


Coronavirus gene 5 protein 


0.91 


1 A 

3.0 




34U-333 


835 


RPEL 


RPEL repeat 


A O 1 

O.ol 


C A 

3.4 


"1 

— 


340-330 


836 


Micro A star 


Microvirus A* protein 


A 1 C 

0.16 


5.3 


-j 


ylin A^C 

410-420 


o3o 


Coronavirus 5 


Coronavirus gene 5 protein 


u.yi 


i ft 

3.1/ 




S4ft-SS^ 


836 


RPEL 


RPEL repeat 


0.81 


5.4 




540-550 


837 


BEX 


Brain expressed X-linked like family 


9.8e-86 


266.4 




14-125 


837 


ChaC 


ChaC-like protein 


0.2 


4.5 




67-92 


837 


IlvC 


Acetohydroxy acid isomeroreductase, c 


0.14 


5.9 




68-97 


838 


LRRNT 


Leucine rich repeat N-terminal domain 


4.1e-05 


19.3 




31-59 


838 


LRR 


Leucine Rich Repeat 


0.045 


9.7 




61-84 


838 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


3 


109-132 


838 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


4 


133-156 


838 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 


5 


157-180 
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838 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


6 


181-204 


838 


LRR 


Leucine Rich Repeat 


6.4e-05 


19.3 


7 


205-228 


838 


LRR 


Leucine Rich Repeat 


3.4e-05 


20.2 


8 


229-252 


838 


LRR 


Leucine Rich Repeat 


0.59 


6.0 


9 


253-276 


838 


LRR 


Leucine Rich Repeat 


9.3e-05 


18.8 


10 


277-300 


838 


LRR 


Leucine Rich Repeat 


0.0022 


14.1 


11 


301-324 


838 


Scramblase 


Scramblase 


0.76 


1.7 


1 


313-322 


838 


LRR 


Leucine Rich Repeat 


0.0001 


18.6 


12 


326-349 


838 


LRRCT 


Leucine rich repeat C-terminal domain 


4.3e-13 


41.2 


1 


359-405 


838 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 




533-556 


840 


dUTPase 


dUTPase 


0.34 


6.2 


-\ 


343-362 


841 


ank 


Ankyrin repeat 


0.00082 


16.7 




1-27 


841 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.85 


1.9 


; 


9-43 


841 


ank 


Ankyrin repeat 


7.1e-07 


27.7 


2 


29-61 


841 


ank 


Ankyrin repeat 


2.3e-09 


36.6 


3 


130-162 


841 


ank 


Ankyrin repeat 


2.2e-10 


40.3 


4 


164-196 


841 


Myc N term 


Myc ami no-terminal region 


0.27 


3.6 


1 


514-541 


841 


SAM 


SAM domain (Sterile alpha motif) 


1.3e-06 


25.0 




588-640 


842 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 


1 


21-36 


842 


ApoL 


Apolipoprotein L 


3.1e- 
195 


658.7 


1 


43-345 


842 


HupH_C 


HupH hydrogenase expression protein, 


0.99 


2.7 


1 


116-131 


842 


DUF710 


Family of unknown function (DUF710) 


0.48 


5.0 


1 


297-337 


843 


DUF370 


Domain of unknown function 
(DUF370) 


1 


3.5 


1 


21-36 


843 


ApoL 


Apolipoprotein L 


1.7e- 
194 


656.3 


1 


43-345 


843 


HupH_C 


HupH hydrogenase expression protein, 


0.99 


2.7 


1 


116-131 


843 


DUF710 


Family of unknown function (DUF710) 


0.48 


5.0 


1 


297-337 


844 


Uteroglobin 


Uteroglobin family 


1 


3.3 


1 


1-16 


844 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


844 


DUF960 


Staphylococcal protein of unknown fun 


0.78 


3.7 


1 


38-63 


844 


Tail_X 


Phage Tail Protein X 


0.35 


5.8 


1 


45-56 


844 


LysM 


LysM domain 


0.36 


6.9 J 


1 


48-56 


844 


ig 


Immunoglobulin domain 


3e-07 


30.0 


1 


53-110 


844 


ig 


Immunoglobulin domain 


1.8e-07 


30.9 


2 


150-216 


844 


ig 


Immunoglobulin domain 


2.9e-08 


33.8 


3 


255-310 


844 


ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


845 


Uteroglobin 


Uteroglobin family 


1 


3.3 


1 


1-16 


845 


DUF84 


Protein of unknown function DUF84 


0.098 


5.9 


1 


8-22 


845 


DUF960 


Staphylococcal protein of unknown fun 


0.78 


3.7 


1 


38-63 


845 


TailX 


Phage Tail Protein X 1 


0.35 


5.8 


1 


45-56 




LysM 


LysM domain 


0.36 


6.9 




48-56 


845 


ig 


Immunoglobulin domain 


3e-07 


30.0 




53-110 


845 


ig 


Immunoglobulin domain • 


1.8e-07 


30.9 


2 


150-216 


845 


ig 


Immunoglobulin domain j 


2.9e~08 


33.8 


3 


255-310 


845 


ig 


Immunoglobulin domain 


4.6e-07 


29.3 


4 


350-417 


845 


ig 


Immunoglobulin domain 


l.le-07 


31.6 


5 


456-516 


845 


ig 


Immunoglobulin domain 


8.8e-05 


20.8 


6 


553-617 


845 


APS kinase 


Adenylylsulphate kinase 


0.67 


2.8 


1 


593-609 


845 


fii3 


Fibronectin type III domain 


0.75 


4.7 


1 


656-733 


845 


MAM 


MAM domain 


6.7e-77 


265.6 


1 


753-918 
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845 


E2F TOP 


Transcription factor E2F/dimerisation 


0.56 


3.7 




761-787 


846 


zf-PARP 


Poly(ADP-ribose) polymerase and 
DNA-L 


0.61 


5.0 




38-54 


846 


Albicidin res 


Albicidin resistance domain 


0.49 


6.1 




290-297 


846 


SPDY 


Domain of unknown function 
(DUF317) 


0.37 


5.2 




361-374 


846 


CBF 


CBF/Mak21 family 


0.00014 


14.4 




417-450 


847 


CNH 


CNH domain 


0.00087 


13.7 




164-217 


847 


NHL 


NHL repeat 


0.14 


9.4 




204-229 


847 


Coprogen_oxidas 


Coproporphyrinogen in oxidase 


0.26 


1.9 




231-246 


847 


Clathrin 


Region in Clathrin and VPS 


0.0094 


11.5 




404-445 


847 


ENTH 


ENTH domain 


0.31 


5.7 




794-807 


847 


C2 


C2 domain 


2.2e-18 


63.6 




797-876 


847 


PLA2_B 


Lysophospholipase catalytic domain 


9.1e-51 


178.0 




1108- 
1317 


847 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.9 


2.9 




1314- 
1325 


847 


TAP42 


TAP42-like family 


1 ' 


2.0 




1408- 
1413 


847 


PLA2_B 


Lysophospholipase catalytic domain 


1.2e-12 


43.6 




1429- 
1551 


848 


ENTH 


ENTH domain 


0.31 


5.7 




43-56 


848 


C2 


C2 domain 


2.2e-18 


63.6 




46-125 


848 


PLA2 B 


Lysophospholipase catalytic domain 


2.4e-53 


187.1 




357-566 


848 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.9 


2.9 




563-574 


848 


TAP42 


TAP42-like family 


1 


2.0 




657-662 


848 


PLA2 B 


Lysophospholipase catalytic domain 


1.2e-12 


43.6 




678-800 


849 


SNF7 


SNF7 


1.3e-54 


191.6 




18-178 1 


849 


GatB_N 


PET1 12 family, N terminal region 


0.2 


4.6 




135-146 


849 


Interleukin 13 


Interleukin-13 


0.24 


6.5 




156-167 


850 


p450 


Cytochrome P450 


2.9&-05 


15.6 




25-112 


850 


Phage_attach 


Phage Head-Tail Attachment 


0.97 


1.6 




69-80 


851 


ig 


Immunoglobulin domain 


8e-09 


35.9 




48-105 


851 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




169-227 


851 


ig 


Immunoglobulin domain 


2.3e-06 


26.7 




265-344 


851 


CD36 


CD36 family 


0.38 


3.9 




377-402 


851 


Neur_chanjnem 
b 


Neurotransmitter-gated ion-channel tr 


0.69 


2.3 




392-401 


852 


ig 


Immunoglobulin domain 


8e-09 


35.9 




44-101 


852 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 




165-223 


852 


ig 


Immunoglobulin domain 


2.3e-06 


26.7 




261-340 


852 


CD36 


CD36 family 


0.38 


3.9 




373-398 


852 


Neur chan mem 

u 
o 


Neurotransmitter-gated ion-channel tr 


0.69 


2.3 




388-397 


853 


ig 


Immunoglobulin domain 


8e-09 


35.9 




44-101 | 


853 


bZIP Maf 


bZIP Maf transcription factor 


0.4 


4.3 




101-127 


854 


C2 


C2 domain » 


1.8e-39 


134.8 




158-245 


854 


C2 


C2 domain 


8.3e-37 


125.8 




289-377 


855 


DUF1058 


Protein of unknown function 
{DUF1058) 


0.49 


2.3 




79-92 


855 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


7.2e-06 


18.8 




154-222 


855 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


9.5e-18 


66.0 


2 


313-456 
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855 


Mu-conotoxin 


Mu-Conotoxin 


0.94 


4.6 




356-377 


855 


Astacin 


Astacin (Peptidase family M12A) 


0.65 


3.4 


1 


389-402 


855 


fii2 


Fibronectin type II domain 


0.59 


3.4 




445-451 


855 


tsp_l 


Thrombospondin type I domain 


3e-16 


55.9 


-j 


546-596 


855 


ADAM spacer 1 


ADAM-TS Spacer 1 


1.6e-49 


174.7 




702-813 


855 


DSL 


Delta serrate ligand 


0.38 


5.0 


1 


794-812 


855 


tsp 1 


Thrombospondin type 1 domain 


0.0007 


14.6 


2 


832-844 


855 


zf-NF-Xl 


NF-X1 type zinc finger 


0.0071 


8.8 


2 


873-895 


855 


tsp_l 


Thrombospondin type 1 domain 


0.0028 


12.7 


3 


888-909 


855 


tsp_l 


Thrombospondin type 1 domain 


8.2e-08 


27.8 


4 


945-995 


855 


Reo_sigmaC 


Reovirus sigma C capsid protein 


0.73 


2.0 


1 


1216- 
1224 


855 


UPF0051 


Uncharacterized protein family (UPF00 


0.0073 


8.9 


1 


1284- 
1297 


855 


tsp_l 


Thrombospondin type 1 domain 


0.01 


10.8 


5 


1321- 
1364 


855 


tsp_l 


Thrombospondin type 1 domain 


0.0037 


12.3 


7 


1429- 
1471 


855 


tspj 


Thrombospondin type 1 domain 


3.4e-05 


19.0 


8 


1474- 
1530 


856 


Ifi-6-16 


Interferon-induced 6-16 family 


3.5e-07 


26.2 


1 


21-44 


856 


CRCB 


CrcB-like protein 


0.18 


7.1 




27-45 


857 


GHMPJdnases 


GHMP kinases putative ATP-binding 
pro 


0.55 


1.9 


~ 


81-129 


857 


abhydrolase 


alpl^eta hydrolase fold 


0.02 


9.2 


-j 


161-214 


857 


lipase 


Lipase 


0.64 


3.7 


1 


185-213 


857 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




254-324 


857 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 


1 


256-283 


857 


LP 


Secretory lipase 


0.012 


8.6 


1 


265-290 


857 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 


1 


266-296 


857 


abhydrolase 2 


Phosphohpase/Carboxylesterase 


0.015 


10.1 


1 


267-290 


857 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 


296-317 


858 


GHMPJdnases 


GHMP kinases putative ATP-binding 
pro 


0.55 


1.9 


"j 


74-122 


858 


abhydrolase 


alpha/beta hydrolase fold 


0.02 


9.2 


1 


154-207 


858 


lipase 


Lipase 


0.64 


3.7 


1 


178-206 


858 


abhydrolase 


alpha/beta hydrolase fold 


0.0083 


10.5 




247-317 


858 


DLH 


Dienelactone hydrolase family 


0.4 


3.6 


1 


249-276 


858 


LIP 


Secretory lipase 


0.012 


8.6 


1 


258-283 


858 


UPF0227 


Uncharacterised protein family (UPF02 


0.38 


4.9 


1 


259-289 


858 


abhydrolase 2 


Phospholipase/Carboxyl esterase 


0.015 


10.1 


1 


260-283 


858 


Peptidase M10 

N *" ~ | 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 


289-310 




H-kinase dim 


Signal transducing histidine kinase, 


0.25 


6.8 




15-55 


859 


Collagen 


Collagen triple helix repeat (20 copi 


4.8e-08 


32.5 




244-284 


859 


Collagen 


Collagen triple helix repeat (20 copi 


3.3e-05 


21.8 




285-320 


859 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-22 


78.9 




336-433 


859 ! 


MBD 


Methyl-CpG binding domain 


0.52 


4.9 




365-389 


860 


CobS 


Cobalamin-5-phosphate synthase 


0.43 


3.4 




45-58 


860 


LGT 


Prolipoprotein diacyl glyceryl transfe 


0.084 


6.6 




64-85 


860 


Collagen 


Collagen triple helix repeat (20 copi 


2.6e-07 


29.7 




304-344 


860 


Collagen 


Collagen triple helix repeat (20 copi 


3.3e-05 


21.8 


2 


345-380 


860 


SRCR 


Scavenger receptor cysteine-rich doma 


2.7e-34 


122.7 


1 


396-493 
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862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.73 


5.1 


1 


192-202 


862 


zf-C2H2 


Zinc finger, C2H2 type 


3.5e-05 


25.4 


1 


192-214 


862 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-06 


31.2 


2 


220-242 


862 


zf-BED 


BED zinc finger 


0.33 


5.7 


1 


222-243 


862 


mRN A_cap_enzy 
me 


mRN A capping enzyme, catalytic 
domain 


0.56 


0.5 


1 


245-260 


862 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


2 


245-257 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


3 


248-270 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.89 


4.8 


3 


276-286 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2e-06 


30.4 


4 


276-298 


862 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


5 


304-326 


862 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 


2 


329-344 


862 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


4 


329-341 


862 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


6 


332-354 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.29 


6.5 


5 


360-370 


862 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


7 


360-382 


862 


XPA N 


XPA protein N-terminal 


0.13 


7.8 


6 


385-397 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.57 


5.5 


6 


388-398 


862 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-07 


31.8 


8 


388-410 


862 


XPA N 


XPA protein N-terminal 


0.97 


4.8 


7 


413-425 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


7 


416-426 


862 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-06 


29.1 


9 


416-438 


862 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


038 


3.3 


1 


428-449 


862 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


10 


444-466 


862 


TFIIS 


Transcription factor S-II (TFIIS) 


0.054 


9.0 




472-482 


862 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


11 


472-494 


862 


zf-BED 


BED zinc finger 


0.64 


4.8 




477-495 


862 


DC1 


1/2 472 487.. 19 44 


0.16 


6.2 




500-515 


862 


zf-C2H2 


Zinc finger, C2H2 type 


0.00082 


19.9 


12 


500-523 


863 


Dorl 


Dorl-like family 


7e-203 


684.1 


1 


197-553 


863 


bZIP 


bZEP transcription factor 


0.3 


6.3 


1 


224-246 


864 


Ul-C 


Ul small nuclear ribonucleoprotein C 


0.00024 


16.9 


1 


2-51 j 


864 


zf-CCCH 


Zinc finger C-x8-C-x5-C-x3-H type (an 


2.2e-09 


33.8 


1 


52-78 | 


865 


WD40 


WD domain, G-beta repeat 


4.2e-08 


31.1 


1 


202-238 


865 


WD40 


WD domain, G-beta repeat 


0.54 


6.3 




282-307 


866 


Felsl 


Fels-1 Propage Protein-like 


0.61 


5.8 


1 


361-376 


867 


aminotran 3 


Aminotransferase class-Hi 


1.5e-40 


134.4 


1 


95-214 


867 


OATPJST 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


240-258 


867 


aminotran 3 


Aminotransferase class-Ill 


8.9e-66 


218.5 




281-509 


868 


aminotran 3 


Aminotransferase class-IE 


1.2e-09 


31.3 


1 


52-111 


868 


OATP_N 


Organic Anion Transporter Polypeptide 


0.81 


4.0 


1 


137-155 


868 


aminotran 3 


Aminotransferase class-ID 


8.9e-66 


218.5 




178-406 


869 


trypsin 


Trypsin 


4.5e-71 


220.5 


1 


63-289 


870 


Glycos transf 1 


Glycosyl transferases group 1 


1.7e-17 


64.4 




144-239 


872 


MHYT 


Bacterial signalling protein N termin 


0.6 


4.2 




291-328 


873 


EGF 


EGF-like domain 


2.9e-07 


28.9 




7-43 


873 


laminin EGF 


Laminin EGF-like (Domains III and V) 


1 


4.3 




21-43 


873 


EGF 


EGF-like domain 


9.2e-10 


38.0 


2 


50-81 


873 


EGF 


EGF-like domain 


1.2e-07 


30.3 


3 


88-119 


873 


EGF 


EGF-like domain 


2.7e-ll 


43.5 


4 


126-157 


873 


EGF 


EGF-like domain 


5e-ll 


42.5 


5 


168-199 


873 


DSL 


Delta serrate ligand 


0.32 


5.2 


3 


190-199 


873 


EGF 


EGF-like domain 


0.0091 


12.7 


6 


209-234 
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873 


EGF 


EGF-like domain 


0.022 


11.3 


7 


243-267 


873 


EGF 


EGF-like domain 


5e-09 


35.3 


8 


280-311 


873 


EGF 


EGF-like domain 


1.3e-07 


30.2 


9 


319-350 


873 


Cripto 


Cripto growth factor 


0.11 


6.4 


2 


324-351 


873 


EGF 


EGF-like domain 


8.2e-ll 


41.8 


10 


358-389 


873 


Cripto 


Cripto growth factor 


0.00049 


14.6 


3 


363-390 


873 


Iaminin EGF 


Laminin EGF-like (Domains III and V) 


0.042 


9.1 


5 


378-390 


873 


EGF 


EGF-like domain 


4.6e-08 


31.8 


11 


396-427 


873 


larainin EGF 


Laminin EGF-like (Domains III and V) 


0.25 


6.4 


6 


416-427 


873 


sushi 


Sushi domain (SCR repeat) 


1.5e-06 


28.7 


1 


433-486 


873 


EGF 


EGF-like domain 


8.7e-09 


34.5 


12 


492-523 


873 


EGF 


EGF-like domain 


3.9e-09 


35.7 


13 


530-561 


873 


EGF 


EGF-like domain 


1.2e-07 


30.4 


14 


568-599 


873 


granulin 


Granulin 


1 


3.6 


2 


596-608 


873 


EGF 


EGF-like domain 


2.9e-07 


29.0 


15 


606-637 


873 


DSL 


Delta serrate ligand 


0.69 


4.1 


9 


627-637 


873 


fo3 


Fibronectin type III domain 


1.3e-10 


38.6 


1 


641-722 


873 


fn3 


Fibronectin type ID domain 


8e-12 


42.8 


2 


740-823 


873 


fh3 


Fibronectin type III domain 


L2e-12 


45.7 


3 


839-921 


873 


EGF 


EGF-like domain 

- 


5.8e-10 


38.7 


16 


1046- 
1077 


873 


Cripto 


Cripto growth factor 


0.047 


7.7 


5 


1051- 
1078 


875 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


2.2e-68 


222.4 


1 


81-217 


875 


AdoHcyase 


S-adenosyi-L-homocysteine hydrolase 


1.8e-55 


180.1 


2 


218-507 


875 


AdoHcyase NA 
D 


S-adenosyl-L-homocysteine hydrolase, 


2.2e- 
106 


363.6 


1 


267-428 


875 


TrkA-N 


TrkA-N domain 


0.023 


10.7 


1 


291-322 


875 


GlutR NAD bin 
d 


Glutamyl-tRNAGlu reductase, NAD(P) 
bi 


0.086 


8.1 


2 


337-353 


876 


UQ_con 


Ubiquitin-conjugating enzyme 


0.0058 


11.9 


1 


47-77 


877 


Prominin 


Prominin 


0 


1616. 
6 


1 


18-823 


877 


SPDY 


Domain of unknown function 
(DUF317) 


0.15 


6.5 


1 


80-93 


877 


DUF705 


Protein of unknown function (DUF705) 


0.98 


1.9 


1 


555-565 


878 


fibrinogen_C 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


879 


fibrinogenC 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


880 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


7.6e-56 


190.6 


1 


146-382 


881 


DUF846 


Eukaryotic protein of unknown functio 


0.094 


4.8 


1 


83-113 


882 


DUF381 


Domain of unknown function 
(DUF381) 


0.48 


4.4 


1 


29-35 


883 


Trp Tyr_perm 


Tryptophan/tyrosine permease family 


0.0026 


10.3 


1 


42-63 ! 


883 


aa_perm eases 


Amino acid permease 


8.4e-32 


115.8 


1 


48-371 


883 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 


1 


162-179 


883 


serine_carbpept 


Serine carboxypeptidase 


0.41 


2.3 


1 


378-398 


884 


pkinase 


Protein kinase domain 


6.3e-09 


32.0 


1 


100-150 


884 


CtsR 


Firmicute transcriptional repressor o 


0.61 


3.9 


1 


146-157 


884 


pkinase 


Protein kinase domain 


1.3e-07 


27.2 


2 


151-181 


884 


Pox ser-thr kin 


Poxvirus serine/threonine protein kin 


0.31 


3.8 


1 


165-176 


884 


Herpes_UL3 


Herpesvirus UL3 protein 


0.72 


4.0 


1 


338-383 


884 


pkinase 


Protein kinase domain 


0.00084 


13.7 


3 


444-495 


884 


pkinase 


Protein kinase domain 


2.1e-05 


19.4 


4 


604-659 


885 


lectin c 


Lectin C-type domain 


9.9e-10 


40.5 


1 


47-107 
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Ren eats 


Pnsiflnn 


886 


spectrin 


Spectrin repeat 


0.4 


5.5 




1042- 
1095 


887 


spectrin 


Spectrin repeat 


0.4 


5.5 




1042- 
1095 


888 


Peptidase_M20 


Peptidase family M20/M25/M40 


5.2e-24 


86.6 




55-295 


889 


sugarjr 


Sugar (and other) transporter 


0.11 


5.5 




47-103 


889 


OctopineJDH 


NAD/NADP octopine/nopaline 
dehydrogen 


0.26 


4.6 




153-169 


889 


sugar tr 


Sugar (and other) transporter 


3.7e-08 


28.6 




201-335 


890 


T4 deiodinase 


Iodothyronine deiodinase 


0.37 


4.0 




168-179 


891 


ig 


Immunoglobulin domain 


8.5e-07 


28.3 




55-127 


891 


denso VP4 


Capsid protein VP4 


0.38 


2.7 




57-69 


892 


bromodomain 


Bromodomain 


9.5e-45 


158.8 




63-152 


892 


bromodomain 


Bromodomain 


3e-40 


143.5 




356-445 


892 


Alpha adaptin C 


Alpha adaptin AP2, C-terminal domain 


0.48 


2.6 




395-407 


892 


Phage X 


Phage X family 


0.97 


3.7 




438-469 


892 


eIF3c N 


Eukaryotic translation initiation fac 


0.51 


1.2 




473-559 


892 


Vitellogenin N 


Lipoprotein amino terminal region 


0.61 


1.5 




484-539 


892 


Herpes U44 


Herpes virus U44 protein 


0.47 


3.1 




515-529 


892 


MAGP 


Microfibril-associated glycoprotein ( 


0.82 


2.7 




919-958 


893 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.23 


7.6 




197-216 


893 


OLF 


Olfactomedin-like domain 


4.6e- 
121 


412.4 




220-470 


893 


Phage X 


Phage X family 


0.57 


4.5 




362-389 


893 


Peptidase M10 
N 


Matrix metalloprotease, N-terrninal do 


0.86 


2.1 




373-383 


893 


FeThRed B 


Ferredoxin thioredoxin reductase cata 


0.96 


2.3 




377-393 


894 


kazal 


Kazal-type serine protease inhibitor 


1.7e-10 


44.0 




88-132 


894 


efhand 


EFhand 


2.2e-05 


23.3 




178-206 


894 


ig 


Immunoglobulin domain 


6.4e-06 


25.0 




262-322 


894 


ig 


Immunoglobulin domain 


2e-09 


38.2 




354-414 


894 


SsgA 


Streptomyces sporulation and cell div 


0.35 


5.9 




541-549 


895 


aminotran 1 2 


Aminotransferase class I and II 


7.5e-20 


71.8 




81-257 


895 


DegT DnrJ Ery 
CI 


DegT/DnrJ/EryCl/StrS 
aminotransferase 


1 


2.4 




158-178 


895 


TPP_enzymes_C 


Thiamine pyrophosphate enzyme, C- 
term 


0.35 


3.3 




258-279 


896 


LIM 


LIM domain 


9.9e-09 


32.9 




24-80 


896 


LIM 


LIM domain 


2e-13 


49.7 




83-134 


896 1 


LIM 


LIM domain 


5.3e-19 


69.5 




153-209 


896 


DUF866 


Eukaryotic protein of unknown functio 


0.035 


7.5 




178-199 


896 * 


LIM 


LIM domain 


7.5e-07 


26.3 




212-253 


896 


VHP 


Villin headpiece domain 


4.6e-25 


77.5 




538-573 


897 


LytTR 


LytTr DNA-binding domain 


0.051 


9.5 




14-49 


807 




Cytochrome c oxidase subunit IV 


0.61 


4.7 




188-207 


897 


pkinase 


Protein kinase domain 


2.9e- 
102 


349.9 




356-613 


897 


TMP 


TMP repeat 


0.37 


8.0 




579-589 


898 


DCX 


Doublecortin 


1.4e-12 


44.7 




130-194 


898 


LytTR 


LytTr DNA-binding domain 


0.051 


9.5 




201-236 


898 


COX4 


Cytochrome c oxidase subunit IV 


0.61 


4.7 




375-394 


898 


pkinase 


Protein kinase domain 


2.9e- 
102 


349.9 




543-800 


898 


TMP 


TMP repeat 


0.37 


8.0 


1 


766-776 
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oyy 


1 j — : 

glutaredoxm 


Glutaredoxin 


0.0052 


12.1 




101-154 


RQQ 


Uol IN 


Glutathione S-transferase, N-terminal 


0.053 


9.4 




102-152 


SOQ 
oyy 


Arse 


ArsC family 


0.59 


4.8 




105-131 


fiQQ 




Glutathione S-transferase, C-terminal 


0.00013 


17.6 




278-370 


fiQQ 

oyy 


i ir o i 


Herpesvirus UL21 


0.98 


0.3 




301-329 


yuu 


Collagen 


Collagen triple helix repeat (20 copi 


2.4e-05 


22.3 




27-60 


onn 


Collagen 


Collagen triple helix repeat (20 copi 


1.5e-07 


30.6 




61-106 


yuu 


pi n 


Clq domain 


2.9e-72 


250.2 




116-241 


yuu 


1 Udc 


TOBE domain 


0.5 


6.3 




207-226 


yui 


rierpes .DiVLKrz 


Herpesvirus BMRF2 protein 


0.042 


7.2 




8-26 


yuz 


nnpr 


BRCA1 C Terminus (BRCT) domain 


5.9e-09 


31.4 




10-93 


yuz 


dRL J 


BRCA1 C Terminus (BRCT) domain 


1.4e-25 


87.3 




96-183 


om 
yuz 


aeco 


Exocyst complex component Sec6 


0.71 


2.3 




367-395 


QAO 

yuz 




BRCA1 C Terminus (BRCT) domain 


7.8e-18 


61.3 




479-570 


ono 
yuz 


Dn/vr 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 




579-652 


yuz 




BRCA1 C Terminus (BRCT) domain 


2.3e-18 


63.0 




737-823 


yUz 


KinJo 


Transcriptional activator RinB 


0.33 


5.4 




796-847 


902 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.028 


9.0 




846-881 


yuz 


Phage Coat A 


Phage Coat Protein A 


0.82 


3.9 




924-936 


» 903 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.9e-09 


31.4 




10-93 


yu4 


Phage_X 


Phage X family 


0.71 


4.2 




16-41 


yu4 


20G-FeII Oxy 


20G-Fe(II) oxygenase superfarnily 


0.27 


6.0 




195-273 


one 

yuo 


LRR 


Leucine Rich Repeat 


0.0001 


18.6 




4-27 




LRRCT 


Leucine rich repeat C-terminal domain 


4.3e-13 


41.2 




37-83 


one 

y05 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 




211-234 


906 


ig 


Immunoglobulin domain 


7.9e-06 


24.7 




25-79 


906 


COX 17 


Cytochrome C oxidase copper 
chaperone 


0.68 


3.6 




182-195 


OAT 

yu/ 


TB2JDP1_HVA 
zz 


TB2/DP1, HVA22 family 


3.8e-34 


123.6 




3-96 


Q1Y7 

yu/ 




ELM2 domain 


0.53 


5.2 




99-124 


yuo 


JLKKJN I 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 




23-49 


f UO 




Leucine Rich Repeat 


8.7e-05 


18.9 




51-74 


yuo 


iai vir VKr j 


Salmonella virulence-associated 28kDa 


1 


3.8 




64-88 


on R 


T T?D 

LKJK 


Leucine Rich Repeat 


0.00012 


18.4 




75-98 


908 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 




99-122 


yuo 




Leucine Rich Repeat 


9.9e-06 


22.1 




123-146 


908 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 




156-208 


yu© 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 




224-283 


908 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




320-376 


c\t\o 

908 


ig 


Immunoglobulin domain 


0.00083 


17.1 




416-472 


908 


BON 


Transport-associated domain 


0.14 


7.1 




477-489 


908 


ig 


Immunoglobulin domain 


2.8e-08 


33.9 




533-590 


908 


pec lyase N 


Pectate lyase, N terminus 


0.19 


3.9 




670-676 


908 


An V\ PrAY 1 /"? Q C P> 


Animal haem peroxidase 


Lie- 
193 


653.6 




770- 
1309 


908 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




1037- 
1054 


908 


7tmJ 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1101- 
1109 


908 


Peptidase__Cl 


Papain family cysteine protease 


0.76 


2.1 




1194- 
1211 


908 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 




1245- 
1278 
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908 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1257- 
1270 


908 


TILa 


TILa domain 


0.00018 


16.9 




1438- 
1477 


908 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.1 1 


8.0 




1439- 
1470 




vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1439- 
1494 




LKKJN 1 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 




54-80 




LKK 


Leucine Rich Repeat 


8.7e-05 


18.9 




82-105 




£>al vir VKri 


Salmonella virulence-associated 28kDa 


1 


3.8 




95-119 




LKK 


Leucine Rich Repeat 


0.00012 


18.4 




106-129 


909 


LRR 


Leucine Rich Repeat 


0.0034 


13.5 




130-153 


909 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 




154-177 


909 


LRRCT 


Leucine rich repeat C-terrninal domain 


2.3e-15 


48.2 




187-239 


909 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 




255-314 


909 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




351-407 


909 


ig 


Immunoglobulin domain 


0.00083 


17.1 




447-503 


909 


BON 


Transport-associated domain 


0.14 


7.1 




508-520 


909 


ig 


Immunoglobulin domain 


2.8e-08 


33.9 




564-621 


909 


peclyase N 


Pectate lyase, N terminus 


0.19 


3.9 




701-707 


909 


An_peroxidase 


Animal haem peroxidase 


Lle- 
193 


653.6 




801- 
1340 


909 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 




1068- 
1085 


909 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1132- 
1140 


909 


PeptidaseCl 


Papain family cysteine protease 


0.76 


2.1 




1225- 
1242 


909 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 




1276- 
1309 


909 


DUF978 


Bacterial protein of unknown function 


0.67 


3.8 




1288- 
1301 


909 


TILa 


TILa domain 


0.00018 


16.9 




1469- 
1508 


909 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




1470- 
1501 




vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1470- 
1525 




T DD\TT 
LKKJM 1 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 




23-49 


910 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 




51-74 




T T>T> 

LRR 


Leucine Rich Repeat 


0.00032 


17.0 




75-98 




T DD 

LRR 


Leucine Rich Repeat | 


0.025 


10.6 




99-122 


910 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 




123-146 


910 


ip 
*& 


iminuaogiouuiin uomain 


1.3e-08 


35.1 




201-260 


910 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




297-353 


910 


ig 


Immunoglobulin domain 


0.00083 


17.1 




393-449 


910 


BON 


Transport-associated domain 


0.14 


7.1 




454-466 


910 


ig 


Immunoglobulin domain 


0.47 


6.8 




514-532 


910 


An_peroxidase 


Animal haem peroxidase 


l.le- 
193 


653.6 




663- 
1202 


910 


PAL 


Phenylalanine and histidine ammonia-I 


0.53 


2.6 




930-947 


910 


7tmJ 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




994- 
1002 
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910 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 


1 


1087- 
1104 


910 


PetG 


Cytochrome B6-F complex subunit 5 


0.51 


5.7 


1 


1138- 
1171 


910 


DUJF978 


Bacterial protein of unknown function 


0.67 


3.8 


1 


1150- 
1163 


01 A 


ULa 


TILa domain 


0.00018 


16.9 


1 


1331- 
1370 


Q1ft 
y l u 




Beta-microseminoprotein (PSP-94) 


0.11 


8.0 


1 


1332- 
1363 


01ft 
y i\j 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 


1 


1332- 
1387 


911 


EGF 


bUF-kke domain 


0.059 


9.8 


2 


47-59 


911 




bOF-like domain 


0.0036 


14.2 


3 


85-99 


911 

?ii 


RGF 

hvjjt 


buF-hke domain 


4.9e-08 


31.7 


4 


106-134 


911 


EGF 


EGF-like domain 


4.2e-10 


39.2 


5 


172-203 


Q1 1 




EGF-hke domain 


0.00083 


16.5 


6 


210-245 


01 1 

yi i 


i annu m ULrr 


Laminin EGF-like (Domains HI and V) 


0.014 


10.8 


3 


216-247 


01 1 
y i i 


laminin vr 


Laminin G domain 


0.0021 


12.5 


1 


275-335 


01 1 


laminin G 


Laminin G domain 


0.018 


9.3 


2 


386-401 


01 1 




Protein of unknown function, DUF604 


0.84 


2.9 


1 


390-412 


911 


laminin G 


Laminin G domain 


0.22 


5.5 




AQ'l ZA1 


911 


EGF 


EGF-like domain 


9.9e-ll 


41.5 


7 


574-605 


01 1 

71 1 


cur 


EGF-like domain 


0.43 


6.7 


8 


611-632 


01 1 


LfUr iUO/ 


Protein of unknown function 
DUF1067) 


0.79 


3.0 


1 


614-628 


01 1 

71 1 


i ami run o 


Laminin G domain 


1.9e-05 


19.6 


4 


663-728 


01 1 

71 1 


Melibiase 


Melibiase 


0.9 ! 


2.3 


1 


740-755 


01 1 

711 


laminin o 


Laminin G domain 


0.075 


7.2 


5 


773-788 


911 


FfiF 


buF-Iike domain 


2.2e-09 


36.6 


9 


823-854 


01 1 

711 

911 


I70JL 

FOF 


Delta serrate ligand 
ttOF-like domain 


0.44 


4.8 


2 


844-854 


911 


EGF 


EGF-like domain 


6.4e-06 
0.71 


24.1 
5.9 


10 
11 


861-892 
901-933 


911 


DSL 


Delta serrate ligand 


0.67 


4 2 


A 


yLi-yii 


911 


EGF 


EGF-like domain 


3e-06 


25.3 


12 


940-971 


913 


Omega-atracotox 


Omega-atracotoxin 


0.43 


3.7 


1 


24-44 


01 ^ 
yij 


1V1 


M protein repeat 


0.28 


8.8 


1 


146-166 


01^ 

71 J 


urrui j / 


Uncharacterised protein family (UPF01 


0.04 


7.4 


1 


322-347 


914 


Rlla T 


Regulatory subunit of type II PKA R-s 


le-14 


54.8 


1 


25-62 


014 

7 m 


pi n>T7^ 
oUKrb 


Surfeit locus protein 6 


0.027 


7.2 


1 


42-113 


7l*» 


cJNMr binding 


Cyclic nucleotide-binding domain 


7.2e-31 


112.5 


1 


152-240 


914 
914 


RNA_poI_Rpb2_ 

A 

4 

cNMP_binding 


RNA polymerase Rpb2, domain 4 
Cyclic nucleotide-binding domain 


0.28 


6.2 


1 


184-191 


914 


MethyltransiM 


6- O-m ethyl guanine DNA 
methyltransfera 


9.4e-32 

ft fsA 


115.7 

A 1 


2 
1 


270-364 
325-337 


915 


DIL 


DIL domain 


1.8e-40 


144.6 


1 


214-323 


915 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


1.7e-14 


52.8 


1 


555-639 


916 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


1 


2-111 


916 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


1 


121-647 


916 

916 J 


DUF181 

PG binding 1 ] 


Uncharacterized ACR, COG 1 944 
Mutative peptidoglycan binding domain I 


3.81 
)-5 


2.4 
5.6 


i : 


247-258 
120-436 
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CPA 


IVlUUcI 


Description 
-- — 


E_value 


1 Score 


Repeats 


Position 




,L/Ud 


Dihydrouridine synthase (Dus) 


0.18 


4.6 


1 


604-647 


Q17 


PT AT 


PT at/I in 

r L.A 1 /Lriz domain 


9.8e-32 


109.3 




2-111 


917 


lipoxygenase 


Lipoxygenase 


1.9e-48 


164.1 


— j 


112-293 


01 7 


uur lo i 


Uncharacterized ACR, COG 1 944 


0.81 


2.4 




220-231 


918 


PLAT 


PLAT/LH2 domain 


9.8e-32 


109.3 


"1 


2-111 


Q1 O 


lipoxygenase 


Lipoxygenase 


2.7e-57 


194.3 


1 


121-322 


y lo 


r\i TTT1 C 1 


Uncharacterized ACR, COG 1944 


0.81 


2.4 


1 


249-260 


yzv 


Irllo 


Transcription factor S-II (TFIIS) 


1 


4.6 




5-15 


920 


DUF536 


Protein of unknown function, DUF536 


0.19 


7.9 


~i 


214-251 


920 


FCH 


Fes/CIP4 homology domain 


0.5 


5.6 


1 


259-278 


926 


DS 


Deoxyhypusine synthase 


0.53 


2.5 


1 


21-36 


926 


SH3BP5 

- 


SH3 domain-binding protein 5 
(SH3BP5) 


0.097 


6.5 


I 


82-102 




Aa_trans 


Transmembrane amino acid transporter 


3.5e- 
139 


472.5 


1 


114-517 


07A 


rierpes_U4/ 


Herpesvirus glycoprotein U47 


0.69 


1.1 


1 


141-158 


yzo 


Omega-atracotox 


Omega-atracotoxin 


0.35 


4.0 


1 


168-184 


07 £ 


JLJUrOoo 


Domain of unknown function 
(L>UF588^) 


0.58 


5.1 


1 


425-444 


07 


vjo.rU r 


Bacterial type II secretion system pr 


0.46 


3.6 


1 


438-455 


07 


rtsA 


Predicted permease 


0.35 


5.4 


1 


454-523 


077 


POP 


EGF-like domain 


0.024 


11.2 


1 


42-57 


077 
y^ / 


POP 
Eur 


bOr-like domain 


1.3e-06 


26.6 


2 


60-88 


077 
yz/ 


pop 


T?S~*T> 1*1. _ J _ 

fiGF-like domain 


1.2e-09 


37.5 


3 


95-128 


077 


^✓npco 


Cripto growth factor 


0.86 


3.4 


1 


101-132 


077 


Janunin cor 


1/5 32 60.. 2 43 


0.025 


9.9 


2 


106-130 


077 


POP 


xsGF-like domain 


5.5e-07 


27.9 


4 


135-171 


077 
y^ / 


PfrP 

uvxr 


bOr-Iike domain 


le-10 


41.4 


5 


178-209 


077 


PR 


CiD module 


0.26 


5.4 


1 


183-209 


077 


POP 

cur 


JbGF-like domain 


5e-08 1 


31.7 


6 


216-247 


927 


r>T TPOOn 


Protein of unknown function (DUF990) 


0.23 


5.3 




302-336 


077 


MAPVT7T 


Membrane-associating domain 


0.15 | 


5.8 




305-333 


077 


PAP7 


PAP2 superfamily 


0.88 


3.7 




311-334 


077 


^oncm v 


Cohcin V product on protem 


0.98 | 


3.5 




315-336 


07S 


UITlaLin 


Ornatin 


0.59 | 


4.7 




125-132 


928 


PP1 trihfhi+rw 

rr i inniDiior 


rKX>activated protem phosphatase- 1 1 


0.78 I 


2.2 




423-439 


070 


anlc 


Ankyrin repeat 


0.011 


12.7 




142-167 


030 


T PRTsJT 
l-<xvXViN 1 


Leucine rich repeat N-terminal domain 


039 | 


6.0 




66-86 


930 


DUF6 


Integral membrane protein DUF6 


0.00023 


18.9 




86-129 


01 fl 


HTTP/? 


Integral membrane protein DUF6 


7e-05 


20.9 




180-277 


931 


endotoxin 


delta endotoxin 


0.85 | 


2.3 




203-220 


0^7 

yjz 


Lipoprotein 8 


Hypothetical lipoprotein (MG045 famil 


0.7 


1.1 




65-79 




Peptidase M24 


metallopeptidase family M24 


2.2e-70 


244.0 




88-326 


yjj 


T"\T TT71 **»A 


Domain of unknown function DUF120 


0.089 | 


7.1 




169-180 


934 


Neurexophilin 


Neurexophilin 


7*» 7*\Q 
Ze-ZDo J 


CA/I Q 

oU4.y 




3-308 


934 


NnrS 


NnrS protein 


0.47 | 


3.0 




8-21 


938 


L27 


L27 domain 


7.3e-19 


69.4 




13-68 


938 


Not3 


Notl N-terminal domain, CCR4-Not 
comp 


0.95 I 


2.9 




54-77 


938 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-22 


78.5 




93-172 


938 


CDC50 


LEM3 (ligand-effect modulator 3) fami 


1 1 


2.1 




159-174 


938 


DUFIOO 


Protein of unknown function DUFIOO 


0.2 


4.1 




175-188 


939 


DIE2 ALGIO 


DIE2/ALG10 family 


7.6e-72 1 


248.9 




28-146 



WO 2004/080148 



PCT/US2003/030720 



521 
TABLE 4B 



cm 

TT¥ 
1U 


Model 


Description 



EjvaJue 


Score 


Repeats 


Position 


yyy 


TMTT791 Q 
JL/Ur / lo 


Protein of unknown function (DUF718) 


0.64 


4.4 


1 


36-43 


939 


Geminimov 


Geminivirus putative movement 
protein 


0.42 


4.6 


1 


101-115 


04fi 


i mi 


RNA recognition motif. (a.k.a. RRM, R 


1.3e-09 


36.2 


1 


61-128 




pun i?noir 

JtvOSL/ rucu 


RbsD / FucU transport protein family 


0.53 


3.4 


1 


123-147 


04fl 


JtlclilA 


HemX 


0.37 


3.5 


1 


142-173 




rrm 


RNA recognition motif. (a.k.a. RRM, R 


4.6e-13 


48.6 


2 


186-253 


040 


lilll 


RNA recognition motif. (a.ica. REM, R 


4.3e-13 


48.7 


3 


339-406 


040 


rim 


RNA recognition motif, (a.lca. RRM, R 


1.4e-06 


25.5 


4 


456-524 


041 
y*t i 


C* fr-i'i-kloY 

i^_tnpieA 


Cysteine rich repeat 


2e-05 


17.8 


1 


60-77 


y*t i 


Bowman- 
oirK._ieg 


Bowman-Birk serine protease inhibitor 
- -— — . — . — — . 


1 


4.0 


1 


69-84 




lajTunin jdojt 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


81-94 


941 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


99-127 


04 1 

y*t i 


TTT 
ILL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


118-139 


QZ1 

y*t l 




EGF-like domain 


7.5e-05 


20.2 


3 


139-173 




TTT 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


152-179 




toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


154-159 


04 1 




EGF-like domain 


4.4e-05 


21.1 


4 


179-212 


041 




EGF-like domain 


9.7e-09 


34.3 


5 


224-259 


04 1 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


403-547 


049 


u_tnpieA 


Cysteine rich repeat 


2e-05 


17.8 


1 


65-82 


040 


Bowman- 
-DirK._ieg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


74-89 


04? 


iaminin .cut 


Laminin EGF-like (Domains ID and V) 


0.32 


6.1 


1 


86-99 


049 


xiijrr 


EGF-like domain 


8.7e-06 


23.6 


2 


104-132 


049 

y*rZ 


TTT 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


123-144 


049 




EGF-like domain 


7.5e-05 


20.2 


3 


144-178 


04? 


TTT 


Trypsm Inhibitor like cysteine nch 


0.26 


5.1 


2 


157-184 


04? 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


159-164 


049 




bGF-like domain 


4.4e-05 


21.1 


4 


184-217 


942 


i_<vjr 


cOr-lUce domain 


9.7e-09 


34.3 


5 


229-264 


942 


MAM 


MAM domain 


3.5e-41 


147.0 


1 


408-552 


041 

yno 


pun 
JrriLJ 


Tit tt^ n ~ 

PHD-finger 


3.4e-14 


45.7 


1 


85-128 


043 


bromodom ain 


Bromodomain 


5.4e-12 


44.0 


1 


149-235 


043 


rnlJ 


T\ T_l 1 \ XS — . - - ■ 

rrLLMinger 


0.61 


3.9 


2 


260-272 


043 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


043 


vjiiLo 


PET1 12 family, C terminal region 


0.64 


5.1 


1 


288-303 


Q43 


i ill 


TH1 protein f 


0.91 


0.2 


1 


640-653 


043 


QP? 
or/ 


Structural protein 2 


0.42 


1.1 


1 


904-922 


041 


zi-tt box 


B-box zinc finger 


0.12 


9.1 


1 


974-989 


043 


ZI-JVl I IN JJ 


MyND finger 


5.3e-ll 


35.7 


1 


977- 
1011 


044 


pun 


PHD-finger 


3.4e-14 


45.7 


1 


85-128 


944 


bromodomain 


Bromodomain 


5.4e-12 


44 0 


i 
i 




944 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


944 


PWWP 


PWWP domain r 


6.3e-10 


36.2 


1 


269-312 


944 


GatB 


PET1 12 family, C terminal region | 


0.64 


5.1 


1 


288-303 


944 


TH1 


TH1 protein 


0.91 


0.2 


1 


640-653 


945 


PHD 


PHD-finger 


3.4e-I4 


45.7 


1 


85-128 


945 


bromodomain 


Bromodomain 


5.4e-12 


44.0 


1 


149-235 


945 


PHD 


PHD-finger 


0.61 


3.9 


2 


260-272 


945 


PWWP 


PWWP domain 


6.3e-10 


36.2 


1 


269-312 


945 


GatB 


PET112 family, C terminal region 


0.64 


5.1 


1 


288-303 
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cirn 
TTI 


Model 


Description 


E^vaJue 


Score 


Repeats 


Position 


QA< 


TR1 


' 1 'TT 1 M-ini rt 

in 1 protein 


0.91 


0.2 


1 


640-653 


yu 


or/* 


Structural protein 2 


0.42 


1.1 


1 


950-968 




■zf-R Kay 


B-box zinc finger 


0.12 


9.1 


1 


1020- 
1035 


945 


zf-MYND 


MYND finger 


5.3e-ll 


35.7 


" i 


1023- 
1057 


946 


PHD 


PHD-finger 


3.4e-14 


45.7 


" i 


90-133 


ynv 


Drornoaornairj 


Bromodomain 


5.4e-12 


44.0 


1 


154-240 


yno 


PT4H 


T")T_j i "\ a*. 

rjiLJ-iinger 


0.61 


3.9 




265-277 


Q4fi 


r W Wr 


"DHAX7D 

rWWr domain 


6.3e-10 


36.2 




274-317 


QAf% 
yHO 


vJEId 


rhl 1 12 lamily, C terminal region 


0.64 


5.1 


1 


293-308 




TT-T1 
1X1 1 


llil protein 


0.91 


0.2 


1 


645-658 


y*rO 


orZ 


Structural protein 2 


0.42 


1.1 


1 


955-973 




ZI-o__D0X 


B-box zinc finger 


0.12 


9.1 


1 


1025- 
1040 


Q4fi 


ZI-lVl iiNL/ 


TV jTVXTTA 4^T« nn « 

myinu linger 


5.3e-ll 


35.7 


1 


1028- 
1062 


947 


T rrrv+M^ein TT 

uruicnsin ii 


— — : — — 

Urotensin II 


0.36 


5.4 




362-372 


947 


fa2 


Fibronectin type II domain 


0.55 


3.5 


1 


363-371 


SOU 


Terminase 5 


Putative ATPase subunit of terminase 


0.87 


0.7 




7-20 


950 


ion trans 


Ion transport protein 


3.9e-08 


29.8 


"j 


345-518 




olTo 


Invasion gene expression up-regulator 


0.2 


6.0 




350-366 


950 


Pept_Cl-like 


Peptidase Cl-like family 


0.88 


1.2 


-j 


549-569 


oca 


BK_cnanneI_a 


Calcium-activated BK potassium 
channe 


5.1e-07 


22.5 


1 


598-702 


you 




CHC2 zinc finger 


0.76 


4.9 


1 


739-769 


SOU 


Aipna aaaptin 


Alpha adaptm AP2, C-terminal domain 


0.31 


3.1 


1 


894-900 


sou 


urbaseLLo 


Carbamoyl-phosphate synthetase large 


0.72 


1.1 


1 


1086- 
1098 




-Div__CiianiieJ_a 


. : 

Calcium-activated BK potassium 
channe 


0.029 


5.8 




1132- 
1171 


7J 1 


r ep_ivi i zr> prop 
ep 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


80-198 


951 


R pata 1 vci *n 


rxeproiysin ^iviizjo; iamuyzinc metal I o 


1 1 « OO 

l.le-88 


304.8 


1 


210-409 


951 




rragnysin metaiiopeptidase (M1UCJ en 


0.28 


3.8 


1 


342-355 


951 


PprrtiHacp 


Pregnancy-associated plasma protein-A 


0.000 


5.5 


1 


345-355 


951 


Hi oinf p ori n 

UJolllL^>£^l All 


JL* I Mil LCgrill 


1 *7« 1A 

i./e-iy 


•J 1 A O 

134.2 


1 


426-501 


951 


EGF 


nvjr-iuce uomain 


a nc 


5.4 


1 


631-654 


953 


auk 


/\iiK.yrin repeal 


A A**. A/C 


24.9 


1 


151-179 


953 


ank 


/vtutyrin repeal 


A« AO 


35.0 


2 


183-215 


953 


auk 


•rvufiyi jii repeal 


(\ i < 

U.Ij 


o.o 


3 


216-248 


953 


ank 


Ankyrin repeat 


9.7e-10 


38.0 


4 


250-282 


953 


ank 


Ankynn repeat 


A AAA1 /f 

0.00014 


19.5 


5 


283-328 


953 


LolA 


Outer membrane lipoprotein carrier pr 


1 


3.0 


1 


309-332 


953 


ank 


Ankyrin repeat 


3.8e-08 




U 




953 


ank 


Ankyrin repeat 


0.49 


6.8 


7 


362-394 


954 


interferon 


Interferon alpha/beta domain 


7.5e-42 


144.5 




16-105 


955 


ShTK 


ShTK domain 


0.46 


4.9 




67-74 


955 


NADHdh 


NADH dehydrogenase 


0.84 


3.4 




123-342 


956 


adh short 


short chain dehydrogenase 


7.6e-27 


92.5 




31-137 


956 


sodcu 


Copper/zinc superoxide dismutase 
1SOD 


0.059 


5.9 




70-87 


956 


Pexl4_N 


Peroxisomal membrane anchor protein 

( 


0.21 


5.0 


1 


95-105 
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Model 


Description 


E_value 


Score 


Repeats 


Position 


956 


CitF 


Citrate lyase, alpha subunit (CitF) 


0.99 


1.7 


1 


124-133 


yjo 


adn snort 


short chain dehydrogenase 


6.2e-ll 


37.7 


2 


138-188 


OCT 

yj I 


thiored 


Thioredoxin 


1 


4.4 




69-96 


957 


Evrl Air 


Ervl / Air family 


5.1e-17 


62.5 




354^41 


957 


GAF 


GAF domain 


0.48 


5.6 




380-401 


957 


TFIIS 


Transcription factor S-II (TFIIS)^ 


0.14 


7.6 




394-406 


958 


acid_phosphat 


Histidine acid phosphatase 


6.4e-36 


125.6 


1 32-179 


958 


acid_phosphat 


Histidine acid phosphatase 


8.5e-24 


83.0 




205-381 


958 


NicO 


High-affinity nickel-transport protei 


0.99 


2.9 




398-416 

jj70— *t iu 


959 


serpin 


Serpin (serine protease inhibitor) 


8.5e- 
197 


663.9 




1-329 


960 


serpin 


Serpin (serine protease inhibitor) 


6.8e-87 


295.8 




45-191 


960 


serpin 


Serpin (serine protease inhibitor) 


1.7e- 
116 


396.7 




192-397 


961 


serpin 


Serpin (serine protease inhibitor) 


L6e-63 


216.1 




45-158 


961 


serpin 


Serpin (serine protease inhibitor) 


5e-139 


472.0 




159-397 


962 


serpin 


Serpin (serine protease inhibitor) 


4.5e- 
151 


512.0 






962 


Molydop_bindin 
g 


Molydopterin dinucleotide binding 
dom 


0.89 


4.1 




289-309 


yoZ 


serpin 


Serpin (serine protease inhibitor) 


4.9e-56 


190.5 




301-397 


yo3 


OprB 


Carbohydrate-selective porin, OprB fa 


0.047 


6.5 




16-33 


yoj 


Allunase C 


Allinase, C-terminal domain 


0.63 


4.1 




45-58 




Adeno El A 


Early El A protein 


0.33 


2.4 




237-251 


y»4 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


2.4e-47 


148.0 




112-220 


964 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


1.9e-96 


330.6 




232-426 


964 


Astacin 


Astacin (Peptidase family M12A) 


0.21 


5.0 




366-380 


yo4 


Phi 1 


Phosphate-induced protein 1 conserved 


0.51 


3.3 




414-426 


yo4 


disintegrin 


Disintegrin 


5.8e-23 


78.5 




444-517 


yo4 


CBM 10 


Cellulose or protein binding domain 


0.47 


6.8 




481-499 


yo4 




EGF-like domain 


0.21 


7.8 




664-693 


yoj 


Uteroglobin 


Uteroglobin family 


6.6e-09 


29.8 




1-88 


yoo 


7tm 2 


7 transmembrane receptor (Secretin fa 


0.96 


2.6 




19-38 


yoo 


GDAl_CD39 


GDA1/CD39 (nucleoside phosphatase) 
fa 


2.2e-93 


315.4 




48-483 


yoo 


til 


Papillomavirus helicase 


0.36 


4.3 




76-92 


yoo 


rL,KV URr5 


Potato leaf roll virus readthrough pr 


0.72 


1.6 




143-161 


yoo 


Nicastrin 


Nicastrin 


0.65 


1.6 




146-171 


yoo 


TIT PP/I /C"> 


Protein of unknown function, DUF462 


0.55 


4.7 




371-390 


5/00 


Adeno biB 


Adenovirus E3B protein 


0.7 


3.6 




495-502 


yo/ 


Olq 


Clq domain 


6.1e-44 


156.1 




73-202 


yoo 


Oiuatin 


Ornatin 


0.55 


4.8 




99-106 


969 


Ornatin 


Ornatin 


0.55 


4.8 




134-141 


969 


Spo7 


Sno7-lik'e nrofpin 


i 


1.5 




405-417 


969 


MARVEL 


Membrane-associating domain 


0.37 


4.5 




487-526 


969 


DUF202 


Domain of unknown function DUF 


0.23 


5.7 




493-518 


970 


ig 


Immunoglobulin domain 1 


0.0038 


14.6 




41-124 


970 


ig 


Immunoglobulin domain 


0.00023 


19.2 




163-230 


970 


Gag p30 


Gag P30 core shell protein 


3.6e-08 


28.0 




452-491 


970 


zf-CCHC 


Zinc knuckle 


8.8e-07 


27.8 




523-540 


971 


Prefoldin 


Prefoldin subunit 


0.66 


5.0 




179-206 


971 


SeryMRNA_N 


Seryl-tRNA synthetase N-terminal 
doma 


0.92 


5.7 




179-196 
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971 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.12 


6.6 


1 


181-203 


y i i 


peniaAin 


Pentaxin family 


2.3e-26 


91.1 


1 


302-464 


071 
y i 1 


A inn ilciTir*^ 
/\.YJI UlCIILC 


Xanthomonas avirulence protein, Avr/P 


0.07 


3.6 


1 


439-453 


077 
y i 


Jr\±ot\ r\ 1 .rase 


Anion-transporting ATPase 


0.87 


2.4 


1 


59-69 


077 
y i 


T<3PM 
i orrN 


1 nrombospondm N-terminal -like 
domai 


0.88 


2.7 


1 


223-255 


977 


R RQ rpnpnt 
lYXlO I CpcdL 


Kiio Kepeat 


0.00085 


15.6 


2 


239-266 


972 


R H*? rprif at 
rvxikj icjjcal 


Kilo Kepeat 


6.6e-05 


19.5 


4 


314-367 


973 




oz,ir transcription factor 


0.00024 


17.2 


1 


623-686 


071 




UNA binding domain of tn916 
integrase 


0.38 


6.3 


1 


657-693 


973 


CarD TRCF 


CarD-like/TRCF domain 


0.54 


4.5 


1 


708-728 


974 


WD40 


w u domain, O-beta repeat 


0.05 


9.9 


1 


2-27 


974 




Protein of unknown function, DUF596 


0.84 


3.7 


1 


63-76 


974 




WD domain, G-beta repeat 


0.29 


7.2 


3 


76-109 


974 


UCIIoU V if 


Capsid protein VP4 


0.81 


1.5 


1 


355-364 


974 


TPR 


TDD T\n«Mn^_ 

irK Domain 


0.1 


9.1 


1 


742-767 


974 




Paramyxovirus non-structural protein 


0.74 


2.8 


1 


784-800 


974 


\T \/l/\oo lOAm 

vvyiose isom 


Xylose isomerase 


0.4 


3.2 


1 


796-811 


974 


TPP. 


IrK Domain 


0.083 


9.4 


2 


962-990 


974 


U-DOX 


U-oox domain 


0.036 


6.5 


1 


1294- 
1308 


975 


prvfilin ATYE 1 


. 

Cofilm/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


975 


xr li age v^jjl 


Bacteriophage CD protein 


1 


3.9 


1 


229-243 


975 




Ion transport protein 


0.0048 


11.5 


1 


247-408 


975 


oaii^uiipiu 


Sarcolipin 


0.56 


5.3 


1 


362-390 


976 


cnfilin A DP 


Cofilin/tropomyosin-type actin-bindin 


0.97 


4.0 


1 


6-18 


976 




Bacteriophage CII protein 


1 


3.9 


1 


303-317 


976 


ion trans 


Ion transport protein 


0.0048 


11.5 


1 


321-482 


976 


C q rr* nl im'n 
ool vUlipill 


Sarcolipin 


0.56 


5.3 


1 


436-464 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.083 


11.8 


1 


4-27 


077 
y 1 1 




Zinc finger, C2H2 type 


0.00081 


19.9 


2 


108-131 


911 


zf-C2H2 


Zmc finger, C2H2 type 


0.07 


12.1 


3 


162-185 


y 1 1 




Zinc finger, C3HC4 type (RING finger) 


0.45 


3.1 


1 


238-248 


917 


zf-C2H2 


Zinc finger, C2H2 type 


0.28 


9.7 


5 


439-462 


Q77 

y / / 


Zl-U/rlZ 


Zinc finger, C2H2 type 


0.0026 


17.9 


7 


600-623 


977 


zf-C2H2 


Zinc finger, C2H2 type 


0.047 


12.8 


9 


886-908 


y / / 


ZI-L2H2 


Zinc finger, C2H2 type 


0.66 


8.2 


11 


1030- 
1053 


y/ / 




Zmc finger, C2H2 type 


0.025 


13.9 


14 


1265- 
1288 


y/ / 


adenoJTiber 


Adenoviral fibre protein (knob domain 


0.076 


3.5 


1 


1349- 
1357 


yf l 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.023 


14.1 


17 


1470- 
1493 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.031 


13.5 


19 


1577- 
1600 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.022 


14.1 


20 


1660- 
1683 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0044 


16.9 


23 


1892- 
1914 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.41 


9.0 


24 


1968- 
1990 


977 


DC1 


DC1 domain 


0.68 


4.3 


2 : 


2049- 
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2064 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0039 


17.2 


25 


2051- 
2073 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0014 


18.9 


26 


2085- 
2107 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0094 


15.6 


27 


2114- 
2137 


9/ / 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.041 


13.0 


28 


2143- 
2166 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.033 


13.4 


30 


2280- 
2303 


977 


TFIID-31 


Transcription initiation factor IID, 


0.28 


5.7 


1 


2300- 
2315 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.14 


10.9 


31 


2314- 
2336 


977 


zf-C2H2 


16/34 1369 1392.. 1 24 


0.0018 


18.6 


32 


2360- 
2382 


y/t 


ZI-C2H2 


16/34 1369 1392.. 1 24 


0.016 


14.7 


33 


2388- 
2411 


y/f 


Tj; _ TJX to 

rlistone_HNu> 


TT XTCt 1_ " i n '1 

H-NS histone family 


0.85 


4.7 


1 


2423- 
2434 


y / / 


zi-CzrLd 


16/34 1369 1392.. 1 24 


3.6e-05 


25.4 


34 


2474- 
2496 


07*7 
y 1 1 


rflXA 


Pyridoxal phosphate biosynthetic prot 


0.41 


4.2 


1 


2540- 
2561 


you 




Insulm-hke growth factor binding pr 


0.017 


10.0 


1 


24-56 


you 


kazal 


Kazal-type serine protease inhibitor 


9.3e-07 


29.4 


1 


71-117 


can 
you 


trypsin 


Trypsin 


4.2e-24 


74.5 


1 


167-326 


you 




I OH/ J. - • 

LSM domain 


0.27 


7.4 


1 


186-209 


you 


DUr / / i 


Domain of unknown function 

ST\T TT7T7 1 \ 

(JJUrY/l) 


0.21 


5.2 


1 


307-322 




pr>7 I 


yuL domain (Also known as DHR or 

\jL\Jt 


7.1e-14 


50.6 


1 


332-427 


981 


non 
oop 


Eukaryotic aspartyi protease 


6.6e-35 


123.8 


1 


19-112 


981 


fnwic Tver P 


Transcriptional regulatory protein, C 


0.019 


11.1 


1 


27-55 


981 


pen 
aop 


Eukaryotic aspartyi protease 


1.8e-23 


83.1 


2 


165-239 


981 


3Sp 


Eukaryotic aspartyi protease 


0.0003 


14.7 


3 


240-268 


981 


flop 


Eukaryotic aspartyi protease 


1.7e-48 


171.3 


4 


295-421 


984 


ZjII wal UV_/pcpi 


Zinc carboxypepudase 


1.2e-76 


259.4 


1 


48-249 


984 


APP hncir 


APC basic domain 


0.53 


2.7 


1 


279-292 


985 


7t\ i*arK Orient 


Zinc carboxypeptidase ! 


1 .2e-76 


259.4 


1 


48-249 


985 


APP ha sir 


APC basic domain 


0.53 


2.7 


1 


279-292 


986 


NifU N 


iNiiu-iiKe in terminal domain 


1.7e-80 


277.6 


1 


34-160 


987 


SNF7 


CTSJT77 


6.6e-65 


225.8 


1 


108-277 


987 


Glyco tran 28 C 


Glycosyitransferase family 28 C-termi 


0.71 


3.8 


I 


171 701 


988 


Rzl 


Lipoprotein Rzl precursor 


0.92 


4.2 


1 


1-35 


988 


UPAR LY6 


u-PAR/Ly-6 domain 


6.4e-06 


29.8 


1 


28-110 


990 


zf-C2H2 


Zinc finger, C2H2 type | 


0.00035 


21.4 


1 


53-78 


990 


zf-C2H2 


Zinc finger, C2H2 type 


0.012 


15.2 


2 


87-114 


990 


zf-C2H2 


Zinc finger, C2H2 type 


0.0039 


17.1 


3 


120-144 


991 


pkinase 


Protein kinase domain 


3.2e-90 


309.9 


1 


20-312 


991 


Glyco_hydro 15 


Glycosyl hydrolases family 15 


0.18 


4.4 


1 


472-522 


992 


Prefoldin 


Prefoldin subunit 


0.12 


7.6 


1 


5-44 


992 


spectrin 


Spectrin repeat 


0.00067 


15.0 


1 


59-121 
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Repeats 
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992 


spectrin 


Spectrin repeat 


5.4e-06 


22.2 


2 


124-226 


992 


DUF16 


Protein of unknown function DUF16 


0.67 


3.9 


1 


202-250 


992 


spectrin 


Spectrin repeat 


5.2e-07 


25.7 




229-340 


992 


GSPII_E_N 


GSPH E N-terminal domain 


0.07 


7.7 


1 


265-290 


992 


spectrin 


Spectrin repeat 


2.8e-05 


19.8 




343-449 


992 


TelA 


Toxic anion resistance protein (TelA) 


0.75 


3.2 


1 


405-437 


992 


spectrin 


Spectrin repeat 


2e-06 


23.7 




452-538 


992 


spectrin 


Spectrin repeat 


3.1e-13 


47.2 




781-888 


992 


DCP2 


Dcp2, box A domain 


0.57 


4.2 


1 


823-837 


992 


MutS II 


MutS domain II 


0.91 


3.5 


1 


840-869 


992 


SAA_proteins 


Serum amyloid A protein 


0.07 


6.0 


1 


866-883 


993 


LysE 


LysE type translocator 


0.02 


8.8 




127-147 


994 


Collagen 


Collagen triple helix repeat (20 copi 


9.2e-07 


27.7 


1 


76-118 


994 


Clq 


Clq domain 


8e-32 


115.9 




160-284 


995 


Allantoicase 


Allantoicase repeat 


2.1e-75 


257.1 


1 


1-136 


995 


1 Allantoicase 


Allantoicase repeat 


6.6e-58 


197.5 




159-319 


996 


DNA ligase A 
C 


ATP dependent DNA ligase C terminal 
r 


0.67 


5.4 


1 


11-34 


996 


ig 


Immunoglobulin domain 


0.00019 


19.5 


1 


37-151 


996 


ig 


Immunoglobulin domain 


0.15 


8.7 




182-243 


996 


ig 


Immunoglobulin domain 


0.0031 


15.0 




275-335 


996 


SK_channel 


Calcium-activated SK potassium 
channe 


0.035 


7.1 


1 


363-383 


997 


PH 


PH domain 


2.4e-24 


81.6 


1 


23-133 


997 


HS2ST 


Heparan sulfate 2-O-sulfotransferase 


0.27 


4.4 




140-162 


997 


LMP 


LMP repeated region 


0.0012 


14.2 


1 


160-181 


997 


DUF603 


Protein of unknown function, DUF603 


0.04 


6.4 


-j 


173-187 


997 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.32 


7.2 




173-187 


997 


IQ 


IQ calmodulin-binding motif 


5e-05 


20.1 


1 


206-226 


997 


RhoGEF 


RhoGEF domain 


1.2e-69 


236.9 


1 


247-428 


997 


DUF674 


Protein of unknown function (DUF674) 


0.82 


1.4 


1 


275-285 


997 


Stigl 


Stigma-specific protein, Stigl 


0.6 


2.3 


1 


376-421 


997 


PH 


PH domain 


2.3e-13 


45.3 




460-588 


997 


RasGEFN 


Guanine nucleotide exchange factor fo 


l.le-19 


71.3 


1 


633-688 


997 


RasGEF 


RasGEF domain 


7.2e-89 


305.4 


1 


999- 
1184 


997 


Adeno_terminal 


Adenoviral DNA terminal protein 


1 


1.7 


i 


1175- 
1207 


998 


DUF630 


Protein of unknown function (DUF630) 


0.7 


4.3 


1 


692-705 


998 


FGF 


Fibroblast growth factor 


0.37 


4.4 




728-743 


998 


tRNA-synt_2 


tRNA synthetases class II (D, K and N 


0.74 


3.5 


1 


754-766 


998 


Omega-atracotox 


Omega-atracotoxin 


0.15 


5.1 


1 


859-866 


999 


K tetra 


K+ channel tetramerisation domain 


2e-34 


121.3 


1 


26-114 


999 


BTB 


BTB/POZ domain 


0.0015 


14.2 


1 


74-125 


1000 


PXA 


PXA domain 


0.01 


10.2 




OA IfU 


1000 


Vps52 


Vps52/Sac2 family 


0 


1099. 
3 




94-601 


1000 


trp_syntA 


Tryptophan synthase alpha chain 


0.78 


3.1 




173-210 


1000 


DUF965 


Bacterial protein of unknown function 


0.33 


4.5 




285-298 


1000 


Vps53 N 


Vps53-like, N-terminal 


0.93 


2.7 




565-585 


1001 


PHD 


PHD-finger 


3.8e-06 


20.3 




1-24 


1001 


rubredoxin 


Rubredoxin 


0.55 


5.9 




14-28 


1001 


Orbi NS3 


Orbivirus NS3 


0.83 


2.8 




435-458 


1001 


NosL 


NosL 


0.29 


4.9 




1297- 
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13Z1 


1001 


NAC 


NAC domain 


0.76 


5.5 






1001 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 




1369- 


1002 


RecR 


RecR protein 


0.97 


6.3 


i 


104-118 


1002 


zf-C3HC4 


Zinc rmser, C3HC4 type (RING finger) 


no 

2e-09 


20./ 




1 ns-i 47 


1002 


DC1 


DC1 domain 


0.045 


7.9 


i 


184-213 


1002 


PHD 


PHD-finger 


6.5e-21 


66.9 




1 R^_9^ 
1 0-J-Z JO 


1002 


zf-MYND 


MYND finger 


0.7 


4.3 


J 


1 Rfi 904 


1002 


rubredoxin 


Rubredoxin 


0.55 


5.9 


— 


ZZj-Zj / 


1002 


Orbi NS3 


OrbivirusNS3 


0.83 


2.8 


J 


04 £ t-00/ 


1002 


NosL 


NosL 


0.29 


4.9 




iDUO- 

1530 


1002 


NAC 


NAC domain 


0.76 


5.5 




i ^7 
1574 


1002 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 




1 ^7R 
IJ /o- 

1593 


1003 


Patched 


Patched family 


0.069 


4.7 


_J 




1003 


ISAV HA 


Infectious salmon anaemia virus haema 


0.23 


3.2 


J 


n\C TOO 


1003 


WD40 


WD domain, G-beta repeat 


0.00019 


18.3 


1 


nein QA7 
/O/-0UZ 


1003 


WD40 


WD domain, G-beta repeat 


0.71 


5.9 


2 


O^Q GQ7 


1003 


WD40 


WD domain, G-beta repeat 


4.2e-05 


20.6 


3 


1 A£Q 

1104 


1003 


WD40 


WD domain, G-beta repeat 


4.1e-09 


34.6 


4 


1 1 AA 

nuv- 

1 1 AS. 
1 143 


1003 


WD40 


WD domain, G-beta repeat 


0.0012 


15.6 


5 


1 1 

1 loJ 


1004 


zz 


Zinc finger, ZZ type 


le-12 


AO T 

4o.z 


"1 

-j 


*1_AQ 


1004 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


A O 

4.2 


-~ 


77-R4 
/ /-(Vt 


1004 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


in i 
ZU.3 


J 


/ O lu 1 


1004 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


1 A. 


J 


yj li j 


1004 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


A A 

4.4 


— 


117-1^1 


1004 


Dil9 


Drought induced 19 protein (Dil9) 


U.UUIDO 


1 1 A 


— 


312-328 


1006 


C2 


C2 domain 


la AC 

/e-uts 


7S 1 
Zo. l 





189-259 


1006 


HHE 


Domain of Unknown function 


All 


7 ^ 


— 


216-235 


1006 


C2 


C2 domain 


1 Qq 1 Q 

l.^e-its 


C.A O 
DH. J 


— 


304-394 


1007 


RmuC 


RmuC family 


A TA 

U. fy 


1 1 




4-34 


1007 


IBN NT 


Importin-beta N-terminal domain 


z.le-z/ 


OO ^ 
yy.j 


"1 

— 


22-101 


1007 


Peripla BP like 


Periplasmic binding proteins and suga 


U.Z1 


A 7 


— 


130-161 


1008 


Lasl 


Lasl -like 


i.oe-y4 


17A 7 




38-186 


1008 


MuDR 


MuDR family transposase 


0.17 


J.D 


-j 


714-746 


1008 


BAR 


BAR domain 


n. n 
U.Zl 


7 
3.Z 


-y 


JJVJtU 


lUUo 


A ^atiA X? 1 t> 1 QIC 

Adeno Jilts lyjs. 


A HpnnvinK V 1 R 1 QK nrotein / small t- 


0.43 


4.6 




517-541 


1008 


META 


Domain of unknown function (306) 


0.7 


5.7 




615-648 


1009 


PH 


PH domain 


4e-18 


61.1 




136-227 


1009 


HrpF 


HrpF protein 


0.64 


4.5 




248-257 


1009 


ArfGap 


Putative GTPase activating protein fo 


4.8e-38 


133.0 




250-373 


1009 


ank 


Ankyrin repeat 


3.2e-05 


21.8 




411-446 


1009 


ank 


Ankyrin repeat 


0.00019 


19.0 




447-479 


1009 


DMRL__synthase 


6,7-dimethyl-8-ribityllumazine syntha 


0.35 


5.0 




479-494 


1009 


hormone 


Somatotropin hormone family 


0.5 


1.6 




545-561 


1009 


tubulin-binding 


Tau and MAP protein, tubulin-binding 


0.11 


8.0 




828-844 
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1009 
1010 
1011 


Model 

SH3 

nromo y-'* 
is 


Description 

SH3 domain 

Rmm nviriK coat Drotein 

Immunoglobulin domain 


E_value 

5.8e-12 
0.16 
0.004 
3.9e-05 


Score 

46.6 
5.5 
14.6 
22.1 


Repeats 

1 
1 
1 

2 


Position 

881-938 
1-12 
27-45 
80-148 


1011 
1011 
1011 
1011 
1011 

1011 
1011 


ie 

if? 
ig 
ifi 

DNAjx>l_B_2 
OapA 


Immunoglobulin domain 

Immunoglobulin domain 

Immunoglobulin domain 

Immunoglobulin domain 

DNA polymerase type B, organellar 

and 

Opacity-associated protein A 

TmfTiiinnglobulin domain 


3.7e-10 
0.0018 
3.7e-08 
0.018 

0.44 

0.0012 

7.7e-07 


40.9 j 
15.9 
33.4 
7.9 

2.4 

16.6 

28.5 


3 
4 
5 
1 

1 
6 
7 


183-242 
281-342 
379-440 
396-452 

405-427 
474-535 
570-634 


1011 
1013 
1015 
1015 

1015 
1015 


»K 

denso VP4 

efhand 

COX17 

efhand 

efhand ! 


Immunoglobulin domain 
Capsid protein VP4 

Cytochrome C oxidase copper 

chaperone 

EFhand 
EFhand 


0.23 

2.8e-08 

0.42 

0.0033 
8.5e-05 
0.43 


3.4 

33.9 

4.2 

15.3 
21.1 
6.1 


1 

1 | 
1 

I 
3 
1 


166-185 

29-57 

54-61 

102-130 
izy-143 


1015 
1015 
1015 
1016 


PCRF 
DUF21 
efhand 
UPF0061 


PCRF domain 

Domain of unknown function DUF21 
Jbr nana 

Uncharacterized ACR, YdiU/UPF0061 
fam 


0.18 

5e-09 

3.9e-74 

0.66 


6.4 

36.7 

256.4 

3.3 


1 
4 
1 

1 


134-158 
138-166 
2-279 

TOO 

373-388 


1016 
1016 


Flavodoxin_2 
UPF0061 


Flavodoxin-like fold 
Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-05 


19.1 


2 


403-444 


1017 


UPF0061 


Uncharacterized ACR, YdiUAJPF0061 
fam 


le-39 


140.9 


1 


119-253 


1017 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 
0.66 


182.6 
3.3 


2 
1 


431-01 1 
7AS-770 


1017 
1017 


Flavodoxin 2 
UPF0061 


Flavodoxin-like fold 
Uncharacterized ACR, YdiU/UPF0061 
fam 


L2e-05 


1 A 1 

19.1 


J 




1018 
1018 


7tm 1 
DUF395 


7 transmembrane receptor (rhodopsin f 
YeeE/YedE family (DUF395) 


1 1 — oo 

l.le-88 
0.94 


0£A & 
A 1 

4./ 


i 

L 

1 
i 


87-350 
188-205 


1019 
1019 
1019 


LRRNT 

LRR 

LRR 


Leucine rich repeat N-terminal domain 
Leucine Rich Repeat 
Leucine Rich Repeat 


0.12 
0.12 
0.0019 


I.I 
e.z 
14. 5 


1 

1 

T 
j 


42-56 

82-105 

133-157 


1019 
1019 


LRR 
LRR 


Leucine Rich Repeat 
Leucine Rich Repeat 


a A 1 i 

0.013 

A A A ATT 

0.00023 


1 1 A 
1 t.j 


A 

< 
•> 


158-181 
1 82-205 


1019 


LRR 


Leucine Rich Repeat 


031 


o.y 


0 


206-226 


1019 


LRR 


Leucine Rich Repeat 


0.22 


*7 A 
IA 


Q 
O 


251-272 


1019 


LRR 


9/18 273 283.. 1 11 


0.00057 


1 £ 1 

lo.l 


in 

1U 


199-352 


1019 


LRR 


9/18 273 283.. 1 11 


0.004 


13.3 


1 0 
1Z 


V77-409 


1019 


LRR 


Q/1S OTX 7P.^ 1 11 
y/ lo Z/j zoo., i n 


0.0013 


14.9 


13 


403-426 


1019 


LRR 


9/18 273 283.. 1 11 


0.27 


7.1 


14 


427-439 


1019 


LRR 


9/18 273 283.. 1 11 


0.16 


7.9 


15 


463-484 


1019 


LRR 


9/18 273 283.. 1 11 


0.8 


5.5 


16 


486-510 


1019 


LRR 


9/18 273 283.. 1 11 


0.035 


10.1 


17 


537-558 


1019 


TIMELESS 


Timeless protein 


0.45 


3.0 


1 


553-568 


1019 


LRR 


9/18 273 283.. 1 11 


0.084 


8.8 


18 


559-582 


1020 


AMP-binding 


AMP-bindine enzyme 


4.5e-49 


173.2 


1 


1-177 
" 189-199 1 


1020 


RNA_pol_Rpc4 


RNA polymerase III RPC4 


0.62 


4.2 


1 




1020 


Phage 30 8 


Phage GP30.8 protein 


0.92 


2.6 


1 


233-253 



WO 2004/080148 



PCT/US2003/030720 



529 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


1021 


SKIP SNW 


SKIP/SNW domain 


0.3 


4.7 




92-113 


1021 


cNMP binding 


Cyclic nucleotide-binding domain 


0.55 


5.2 


i 


102-132 


1021 


cytochrome c 


Cytochrome c 


0.92 


3.7 


1 


313-329 


1021 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 




"» AC A1Z 

345-435 


1021 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


460-504 


1021 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 




491-504 


1021 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


5.2e-19 


68.7 


1 


580-661 


1021 


RA 


Ras association (RalGDS/AF-6) 
domain 


2.6e-08 


32.5 


1 


80o-oo3 


1021 


RasGEF 


RasGEF domain 


2.7e-48 


170.6 


1 


907- 
1092 


1022 


SKIP SNW 


SKIP/SNW domain 


0.3 


4.7 




42-63 


1022 


cNMP binding 


Cyclic nucleotide-binding domain 


0.55 


5.2 


i ' 


52-82 


1022 


cytochrome c 


Cytochrome c 


0.92 


3.7 




263-279 


1022 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 




295-385 


1022 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


i 


410-454 


1022 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


441-454 


1022 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


5.2e-19 


68.7 


1 


530-611 


1022 


RA 


Ras association (RalGDS/AF-6) 
domain 


2.6e-08 


32.5 


i 


756-835 


1022 


RasGEF 


RasGEF domain 


2.7e-48 


170.6 


1 


857- 
1042 


1026 


Ricin B lectin 


QXW lectin repeat 


0.14 


8.3 


1 


134-161 


1026 


MCR_beta_N 


Methyl-coenzyme M reductase beta 
subu 


0.98 


2.1 


1 


152-160 


1026 


Ricin B lectin 


QXW lectin repeat 


4.5e-07 


28.1 




lyo-zzj 


1026 


Ricin B lectin 


QXW lectin repeat 


0.0012 


15.8 




Z2O-Z0D 


1027 


SCF 


Stem cell factor 


2.9e- 
155 


512.2 


1 




i-214 


1027 


FH2 


Formin Homology 2 Domain 


0.027 


o o 

8.8 


J 


14 J- LOZ 


1027 


Herpes JJL7 


Herpesvirus UL7 like 


0.072 


7.6 


J 


1 / 0-2 Y 0 


1028 


cadherin 


Cadherin domain 


3.4e-12 


AA O 

44.2 


-i 




1028 


cadherin 


Cadherin domain 


1.7e-22 


80.1 




1 cc OCft 


1028 


cadherin 


Cadherin domain 


6e-20 


71.3 




264-342 


1028 


cadherin 


Cadherin domain 


5.9e-21 


74.8 




0*7Q /ICO 

3 /y-4^z 


1028 


cadherin 


Cadherin domain 


0.0035 


12.8 




521-jO/ 


1029 


cadherin 


Cadherin domain 


3.4e-12 


44.2 




50-131 


1029 


cadherin 


Cadherin domain 


1.7e-22 


80.1 


2 


1 OCA 


1029 


cadherin 


Cadherin domain 


6e-20 


71.3 


3 


o/T/f n/io 
204-342 


1029 


cadherin 


Cadherin domain 


1.8e-22 


80.0 


4 


379-470 


1029 


cadherin 


Cadherin domain 


0.0035 


12.8 


5 


483-529 


1030 


Troponin 


Troponin 


0.87 


3.1 


-j 


21-117 


1030 


Mycoplasma M 
AA2 


Mycoplasma arthritidis MAA2 repeat 


U.Oj 


^ 7 




518-527 


1030 


PH 


PH domain 


6.5e-14 


47 A 




522-624 


1030 


DUF1041 


Domain of Unknown Function 
(DUF1041) 


3.4e-79 


273.2 




738-950 


1030 


Allene ox eye 


Allene oxide cyclase 


0.7 


2.8 




817-852 


1031 


Renal_dipeptase 


Renal dipeptidase 


1.9e- 
108 


370.4 




74-354 


1031 


Amidase 3 


N-acetylmuramoyl-L-alanine amidase 


0.76 


3.8 




222-234 


1032 


Trp Tyr perm 


Tryptophan/tyrosine permease family 


0.0026 


10.3 




42-63 
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1032 


aa permeases 


Amino acid permease 


R 4p 19 


1 1 5 R 




48-371 


1032 


Pox 15 


Poxvirus protein 15 




fk 0 




162-179 


1032 


serine carbpept 


Serine carboxypeptidase 


0 41 


2.3 




378-398 


1033 


THF DHG_CYH 


Tetrahydrofolate dehydrogenase/cycloh 


fl 097 
u.uz / 


9 




89-108 


1033 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/cycloh 


6.1e-13 


37.3 




119-180 


1033 


THF DHG_CYH 
C 


Tetrahydrofolate dehydrogenase/cycloh 


o. je-u / 


95 7 
/.D.I 




182-229 


1033 


FTHFS 


— 

Formate— tetrahydrofolate hgase 


o 


T*fi5 

1 




360-979 


1034 


acid phosphat 


— 

Histidine acid phosphatase 


o o^r 


6.9 




378-394 


1034 


FMN red I 


NADPH-dependent rMN reductase 


n Q4 


3.3 


i 


425-446 


1034 


acid phosphat 


Histidine acid phosphatase 


0 09 


7.9 




512-581 


1034 


Ribosomal_L6 


Ribosomal protein Lb 


0 91 


7.2 


! - 


760-800 


1035 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


3.2e-14 


51.8 




47-111 


1035 


DUF62 


Protein of unknown function DUF62 


1 


2.7 




71-91 


1035 


AraC binding 


AraC-like ligand binding domain 






-: 


139-198 


1035 


Armadillo_seg 


ArmadiHo/beta-catenin-like repeat 


n 09 


5 




170-187 


1035 


HCV NS4a 


Hepatitis C virus non-structural prot 


U.io / 


R R 


1 


319-348 


1035 


RasGAP 


GTPase-activator protein for Ras-like 


fi 17 






764-783 


1035 


RhoGEF 


RhoGEF domain 


1 lt> 9R 


07 9 




778-962 


1035 


SH2 


SH2 domain 


O OR 


^ 9 


1 


819-829 


1035 


PH 


PH domain 


A 05 

4-ze-uj 


1R 0 

iO.v 


"1 


1006- 
1119 


1035 


SelP_N 


Selenoprotein P, N terminal region 


O 95 


^ 7 




1112- 
1138 


1037 


PH 


PH domain 


O. /C-1*t 


47.1 




17-124 


1037 


efhand 


EF hand 




21.0 




138-166 


1037 


efhand 


EF hand 


O 009^ 


IS 8 




174-202 


1037 


PI-PLC-X 


Phosphatidylinositol-specific phospho 




60.5 




291-326 


1038 


DUF765 


Circovirus protein of unknown functio 


n R5 


* 7 

j. # 


"1 


274-302 


1039 


ABG transport 


AbgT putative transporter family 


0 R1 


1.2 


-j 


13-26 


1039 


7tm 1 


7 transmembrane receptor (rhodopsin f 


7 4p-9Q 


85.1 




40-289 


1039 


HECT 


HECT-domain (ubiquitin-transferase) 


O 15 


5.5 




273-290 


1040 


TSPN 


Thrombospondin N-terminal -like 
domai 


1 4p-41 


136.6 




1-101 


1040 


TIL 


ry-» _ . _ ! . _ T**t»«V»i+^*> Ills- a nitfftain^ rt r"* rl 

1 rypsin inniuitor iiKe cysieine ncn 


0.66 


3.9 




195-239 


1040 


EGF 


EGF-like domain 


0.0046 


13.8 




199-233 


1040 


Baculo LEF-3 


Nucleopolynedrovirus late expression 


0.0024 


10.4 




230-244 


1040 


EGF 


EGF-like domain 


0.51 


6.4 




239-269 


1040 


Mu-conotoxin 


Mu-Conotoxin 


0.63 


5.2 




283-304 


1040 


dickkopf_N 


Dickkopf N-terminal cysteine-rich reg 


OQ4 


3.5 


1 


292-299 


1040 


laminin EGF 


Laminra EOr-like (Uomains ill ana y ) 


0 45 


5.6 


! 


311-327 


1040 


EGF 


EGF-like domain 


4.3e-05 


21.1 


4 


333-366 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00027 


16.9 


1 


* 405-417 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.032 


10.2 


2 


418-433 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0046 


13.0 


3 


441-453 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00087 


15.3 


4 


464-476 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.023 


10.7 


5 


477-492 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00058 


15.9 


6 


500-512 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0033 


13.4 


7 


523-535 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0011 


15.0 


8 


538-553 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.00057 


15.9 


9 


561-573 


1040 


tsp 3 


Thrombospondin type 3 repeat 


0.0015 


14.6 


11 


601-613 
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1040 


tsp 3 


Thrombospondin type 3 repeat 


0.03 


10.3 


12 


614-629 


1040 


TSPC 


Thrombospondin C-terminal region 


7.1e- 
176 


594.4 


1 


654-854 


1040 


Mndl 


Mndl family 


0.68 


3.4 


1 


853-861 


1042 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


I 


2.0 


1 


31-44 


1042 


DapB C 


Dihydrodipicolinate reductase, C-term 


0.84 


4.5 


1 


38-52 


1042 


PTR2 


POT family 


3e-55 


193.1 




103-335 


1042 


PTR2 


POT family 


1.5e-36 


127.7 




336-471 


1042 


Adeno P1X 


Adenovirus hexon-associated protein ( 


0.76 


3,8 




493-508 


1043 


Drf GBD 


Diaphanous GTPase-binding Domain 


1.7e-60 


211.1 




40-229 


1043 


DUF1000 


Domain of Unknown Function 
(DUF1000) 1 


0.79 


3.3 




141-157 


1043 


Drf FH3 


Diaphanous FH3 Domain 


7.2e-71 


244.6 


1 


231-437 


1043 


S-antigen 


S-antigen protein 


0.24 


3.2 


1 


429-436 


1043 


bZIP 


bZIP transcription factor 


0.88 


4.7 


1 


440-478 


1043 


eRFl 1 


eRFl domain 1 


0.55 


4.9 


1 


480-502 


1043 


CHASE3 


CHASE3 domain 


0.025 


9.5 




489-517 


1043 


Pox A typejnc 


1/4 449 468.. 4 23 


0.14 


8.3 




495-5 17 


1043 


FH2 


Formin Homology 2 Domain 


6.2e- 
154 


521.5 


1 


596-969 


1043 


DUF387 


Putative transcriptional regulators ( 


0.0045 


10.2 


1 


777-800 


1043 


EMP24 GP25L 


emp24/gp25L/p24 family 


0.18 


5.7 


1 


868-899 


1043 


IE68 


Herpesvirus immediate early protein 


0.25 


6.4 


1 


882-920 


1044 


KRAB 


KRAB box 


2.9e-27 


100.7 


1 


8-48 


1044 


zf-C2H2 


Zinc ringer, C2H2type 


0.00026 


21.9 


1 


114-136 


1044 


XPA N 


XPA protein N-terminal 


0.51 


5.7 


1 


139-151 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.16 


7.4 


2 


142-152 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


6.7e-06 


28.3 


2 


142-164 


1044 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


167-179 


1044 


TFIIS 


Transcription factor S-II (TFUS) 


0.18 


7.2 


3 


170-180 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4e-06 


29.2 


3 


170-192 


1044 


TFUS 


Transcription factor S-II (TFIIS) 


0.5 


5.7 


4 


1 98-208 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


6.3e-05 


24.4 


4 


198-220 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


7.8e-07 


32.1 


5 


226-248 


1044 


XPA N 


4/13 223 235.. 1 13 


0.45 


5.9 


5 


251-263 


1044 


eIF5 eIF2B 


Domain found in IF2B/IF5 


0.95 


3.5 


1 


254-264 


1044 


TFIIS 


Transcription factor S-II (TFIIS) 


0.069 


8.7 


6 


254-264 


1044 


Transposase_12 


Transposase 


0.11 


5.8 


1 


254-280 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


5.9e-07 


32.6 


6 


254-276 


1044 


zf-BED 


BED zinc finger 


0.14 


6.9 


1 


255-277 


1044 


XPA N 


4/13 223 235.. 1 13 


0.15 


7.6 


6 


279-291 


1044 


TFIIS 


Transcription factor S-II (TFUS) 


0.15 


7.5 


7 


282-292 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


8.3e-07 


32.0 


7 


non OA/I 

282-304 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


*f.oe-uo 


90 ft 


o 


310-332 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


5.3e-06 


28.7 


9 


338-360 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


4e-06 


29.2 


10 


366-388 


1044 


XPA N 


4/13 223 235.. 1 13 


0.84 


5.0 


8 


391-403 


1044 


TFIIS 


10/18 368 376.. 31 39 


0.25 


6.8 


11 


394-404 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


2.1e-06 


30.3 


11 


394-416 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


7.5e-06 


28.1 


12 


422-444 


1044 


Evrl Air 


Ervl / Air family 


0.48 


5.4 


1 


442-460 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


9.9e-07 


31.7 


13 


450-472 


1044 


PqiA 


Paraquat-inducible protein A 


0.025 


8.9 


2 


469-500 
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1044 


XPA N 


4/13 223 235.. 1 13 






Q 




1044 


eIF5 eIF2B 


Domain found in IF2B/IF5 


A CiS. 


O *I 


o 

L 




1044 


TFIIS 


12/18 424 432.. 31 39 


0.069 


8.7 


14 


478-488 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


T O** t\£L 

2.3e-Uf> 


oa t 


\A 


4 / o-J UU 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


o.2e-05 


T/l A 


1 < 
IJ 




1044 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-07 


35.5 


10 




1044 


TFIIS 


12/18 424 432.. 31 39 


0.78 


5.1 


15 


rK CAA 
j JO- J 44 


1044 


TFIIS 


12/18 424 432.. 31 39 


0.12 


7.9 


1 c 
10 


JOZ-J /Z 


1044 


zf-C2H2 


Zinc finger, C2H2type 


2.5e-06 


OA A 

30.0 


1 T 
1 / 


r/TO CQA 


1044 


TFIIS 


12/18 424 432.. 31 39 


0.25 


6.8 


17 


caa_aaa 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


6.2e-08 


36.5 


1 O 

lo 


!>yu-oiz 


1044 


Umbravirus_LD 
M 


Umbravirus long distance movement 
(LD 


0.56 


2.8 


1 


601-626 


1044 


TFIIS I 


12/18 424 432.. 31 39 


0.062 


8.8 


1 O 

18 


olo-ozo 


1044 


zf-C2H2 


Zinc finger, C2H2 type 


3.6e-07 


33.4 


1 A 

iy 


< i q AAn 


1044 


zf-BED 


3/7 423 445.. 24 52 


0.027 


9.3 


7 




1045 


Sprouty . 


Sprouty protein (Spry) 


1.2e-17 


55.0 


1 


55" /U 


1045 


Sprouty 


Sprouty protein (Spry) 


2.7e-10 


31.5 


2 


TO OA 


1046 


HAMP 


HAMP domain 


0.21 


7.3 


1 




1046 


PA 


PA domain 


3.6e-19 


£C A 

65.4 


1 




1046 


Peptidase_M28 


Peptidase family M28 


1.4e- 
120 


410.8 


1 


OOO 

3JZ-JOD 


1046 


Borrelia lipo 


Borrelia burgdorferi virulent strain 


0.98 


2.5 


1 

1 


1-0L/4 


1046 


TFR dimer 


Transferrin receptor-like dimerisatio 


le-65 


228.5 


1 


597-739 


1047 


GvpG 


Gas vesicle protein G 


0.088 


6.7 


1 


IT ACS 

1 /-4y 


1048 


Sema 


Sema domain 


3.2e-08 


29.3 


1 


34-127 


1048 


ABM 


Antibiotic biosynthesis monooxygenase 


0.74 


5.7 


1 


1 /V> ^ AO 

192-208 


1048 


Sema 


Sema domain 


2.3e-06 


22.6 


2 


386-449 


1048 


PSI 


Plexin repeat 


2.3e-20 


65.3 


1 


468-519 


1048 


PSI 


Plexin repeat 


1.4e-12 


41.0 


2 


759-801 


1048 


TIG 


IPT/TIG domain 


1.6e-20 


78.3 


1 


803-893 


1048 


TIG 


LPT/TIG domain 


4.5e-19 


73.5 


2 


895-980 


1048 


TIG 


IPT/TIG domain 


3.3e-13 


51.7 


3 


983- 
1092 


1048 


Competence 


Competence protein 


0.77 


3.3 


1 


1181- 
1224 


1048 


RNB 


RNB-like protein 


0.064 


6.4 


1 


1389- 
1412 


1048 


FimbrialJC88 


Fimbrial, major and minor subunit 


0.15 


5.4 


i 


1461- 
1470 


1048 


ubiquitin 


Ubiquitin family 


0.021 


10.4 


1 


1463- 

1 /f AT 

149/ 


1049 


BTB 


BTB/POZ domain 


4.5e-28 


102.9 


1 


20-124 


1050 


ABC tran 


ABC transporter 


8.3e-40 


134.3 


-j 


O c TIT 

26-217 


1050 


DUF908 


Domain of Unknown Function 
(DUF908) 


U.J J 






69-83 


1050 


RhoGAP 


RhoGAP domain 


0.058 


7.1 




69-82 


1050 


Chlamydia_PMP 


Chlamydia polymorphic membrane 
protei 


0.63 


2.9 




546-565 


1051 


ZZ 


Zinc finger, ZZ type 


le~12 


48.2 




3-48 


1051 


SoxD 


Sarcosinc oxidase, delta subunit fami 


0.97 


4.2 




77-84 


1051 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 




78-101 


1051 


zf-C3HC4 


Zinc finger. C3HC4 type (RING finger) 


0.3 


3.6 




93-113 


1051 


SPDY 


Domain of unknown function 


0.6 


4.4 




117-131 
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(DUF317) ! 










1051 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 


312-328 


1052 


iff 


Immunoglobulin domain 


7e-12 


47.4 


I 


34-110 


1052 


MyTH4 


MyTH4 domain 


0.34 


5.6 


I 


141-152 


1052 


ifi 


Immunoglobulin domain 


0.0023 


15.5 




150-204 


1053 


kringle 


Kringle domain 


0.031 


8.7 


i 


36-64 


1053 


WSC 


WSC domain 


2.3e-06 


25.6 


1 


89-142 


1053 


CUB 


CUB domain 


1.4e-15 


52.5 


-} 


156-260 


1054 


ig 


Immunoglobulin domain 


1.7e-05 


23.4 




36-113 


1054 


Phage_cap_E 


Phage major capsid protein E 


0.79 


2.8 


1 


127-136 


1055 


MHC I 


Class I Histocompatibility antigen, d 


le-146 


497.6 


1 


25-203 


1055 


DUF497 


Protein of unknown function (DUF497) 


0.2 


6.7 




43-56 


1055 


ig 


Immunoglobulin domain 


5.4e-09 


36.5 


i 


220-285 


1055 


DUF395 


YeeE/YedE family (DUF395) 


0.18 


7.2 


i 


310-335 


1056 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 


1 


56-139 


1057 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


5.1e-38 


130.2 




22-185 


1057 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


1.6e-12 


45.3 


i 


291-429 


1057 


Peptidase M20 


Peptidase family M20/M25/M40 


0.3 


4.0 


1 


380-419 


1058 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


5.1e-38 


130.2 


1 


22-185 


1058 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 


1 


291-374 


1059 


LBP BPI CETP 


LBP / BPI / CETP family, N-terminal d 


3.3e-41 


141.1 


1 


39-201 


1059 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal d 


5.8e-05 


18.1 


1 


307-390 


1060 


Secretogranin_V 


Neuroendocrine protein 7B2 precursor 


2.2e- 
134 


456.6 


1 


1-204 


1060 


Ribosomal_L19e 


Ribosomal protein L19e 


0.7 


3.6 


1 


167-193 


1062 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


6.9e-46 


159.3 


-j 


4-181 


1062 


Acyl transf_3 


Acyltransferase family 


0.12 


6.3 




106-151 


1063 


Ribosomal L29e 


Ribosomal L29e protein family 


0.0025 


12.9 


1 


21-49 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


7.6e-ll 


40.0 


1 


1-84 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


4.2e-10 


37.4 


2 


209-297 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2.4e-16 


59.3 


3 


310-393 


1064 


CBM 11 


Carbohydrate binding domain (family 1 


0.18 


5.1 


1 


360-378 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


7.3e-19 


68.1 


4 


409-490 


1064 


DUF390 


Protein of unknown function (DUF390) 


0.82 


0.7 


1 


534-555 


1064 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2.6e-09 


34.6 


5 


694-775 


1065 


PID 


Phosphotyrosine interaction domain (P 


3.3e-47 


160.5 




42- loo 


1066 


Galactosyl^ 


Galactosyltransferase 


0.17 


5.8 




106-116 


1066 


Chorismate synt 


Chorismate synthase 


0.8 


1.6 




291-298 


1067 


pkinase 


Protein kinase domain 


le-73 


255.1 




12-272 


1068 


lipocalin 


Lipocalin / cytosolic fatty-acid bind 


7e-38 


136.0 




38-186 


1068 


Triabin 


Triabin 


0.0018 


12.1 




119-136 


1069 


lactamase B 


Metallo-beta-lactamase superfamily 


1.7e-21 


80.0 




11-172 


1070 


annexin 


Annexin 


9.9e-30 


107.8 




58-124 


1070 


annexin 


Annexin 


6.3e-33 


119.1 


2 


130-196 


1070 


annexin 


Annexin 


9.7e-28 


100.7 


3 


213-280 
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1070 


annexin 


Annexin 


4.3e-33 


119.8 


4 


289-355 


1071 


SNF 


Sodiumineurotransmitter symporter 
fam 


0 


1200. 
7 


1 


44-574 


1071 


ATP-sulfurylase 


ATP-sulfurylasc 


0.28 


3.8 


1 


198-220 


1071 


DUF900 


Protein of unknown function (DUF900) 


0.98 


2.8 


1 


408-420 


1072 




Immunoglobulin domain 


5.7e-06 


25.2 




38-122 


1073 


Glypican 


Glypican 


3.9e- 
292 


979.9 


1 


3-566 ■ 


1074 


zf-C2H2 


Zinc finger, C2H2 type 


1 


7.4 




16-40 


1074 


nm 


RNA recognition motif (a,k.a. RRM, R 


9.2e-10 


36.8 


i 


58-123 


1074 


PAP assoc 


PAP/25 A associated domain 


1.6e-14 


51.8 




490-549 


1074 


Isochorismatase 


Isochorismatase family 


0.49 


4.1 


1 


700-736 


1075 


PgpA 


PhosDhatidvlglvcerophosphatase A 


0.92 


3.0 




12-27 


1075 


SLT 


Transglycosyiase SLT domain 


0.23 


6.2 


i 


82-112 


1075 


cNMP binding 


Cyclic nucleotide-binding domain 


0.67 


4.9 




173-196 


1075 


Glyco transf_29 


Glycosyltransferase family 29 (sialyl 


1.6e-22 


77.6 


! 


289-506 


1076 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


4.0 




42-53 


1076 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


! 


46-76 


1078 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 

_ 


1078 


BigLl 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


1078 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 


\ 


721-949 


1078 


A2M 


Alpha-2-macroglobulin family 


6.2e- 
132 


444.2 




983- 
1469 


1078 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


1079 


A2M_N 


Alpha-2-macroglobulin family N- 
terrnin 


1.5e-92 


317.7 


1 


19-626 


1079 


Big J 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


-\ 


395-416 


1079 


A2M 


Alpha-2-macroglobulin family 


3e-44 


147.6 




735-836 


1079 


kringle 


Kringle domain 


0.077 


7.4 




840-859 


1080 


A2M_N 


Alpha-2-macroglobuIin family N- 
termin 


2e-65 


227.5 


1 


6-548 


1080 


Big_l 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


1081 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


4.5e-91 


312.7 


1 


6-613 


1081 


Big^l 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 


1 


382-403 


1081 


A2M 


Alpha-2-macroglobulin family 


6.2e-64 


214.2 


\ 


721-949 


1081 


A2M 


Alpha-2-macroglobulin family 


3.2e- 
137 


462.1 




983- 
1469 


1081 


Pox_D2 


Pox virus D2 protein 


0.18 


3.4 


1 


1446- 
1461 


1082 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


1.5e~92 


317.7 


1 


6-613 


1082 


Bw 1 


Bacterial Ig-like domain (group 1) 


0.62 


3.9 




382-403 


1082 


A2M 


Alpha-2-macroglobulin family 


3e-44 


147.6 




722-823 


1082 


kringle 


Kringle domain 


0.077 


7.4 




827-846 


1083 


COesterase 


Carboxylesterase 


1.4e- 
192 


649.9 




8-547 


1083 


A2M_N 


Alpha-2-macroglobulin family N- 
termin 


0.83 


2.3 




12-28 


1084 


EGF 


EGF-like domain 


2.8e-05 


21.8 




192-219 


1084 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.37 


5.9 




208-220 


1084 


Tautomerase 


Tautomerase enzyme 


0.14 


5.5 




292-318 
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1084 


EGF 


EGF-like domain 


9.9e-07 


27.0 


2 


404-431 


1084 


Arthro defensin 


1/3 199 211.. 23 36 


0.52 


3.0 


2 


411-423 


1084 


TB 


TB domain 


1.3e-16 


54.5 


1 


567-610 


1084 


EGF 


EGF-like domain 


l.le-07 


30.4 


3 


631-666 


1084 


MoeZ MoeB 


MoeZ/MoeB domain 1 


0.62 


3.6 


1 


676-682 


1084 


TB 


TB domain 


2.9e-26 


85.2 


2 


688-729 


1084 


EGF 


EGF-like domain 


1.9e-07 


29.6 


4 


878-914 


1084 


TIL 


Trypsin Inhibitor like cysteine rich 


0.00021 


14.8 


2 


898-920 


1084 


CBM 14 


Chitin binding Peritrophin-A domain 


0.88 


3.8 


1 


901-920 


1084 


EGF 


EGF-like domain 


1.2e-07 


30.3 


5 


920-956 


1084 


TIL 


Trypsin Inhibitor like cysteine rich 


0.00057 


13.5 


3 


941-962 


1084 


squash 


Squash family serine protease inhibit 


0.069 


4.9 


1 


942-969 


1084 


granulin 


Granulin 


0.06 


7.4 


1 


943-958 


1084 


EGF 


EGF-like domain 


0.098 ' 


9.0 


6 


962-983 


1084 


VSP 


Giardia variant-specific surface prot 


0.031 


7.4 


1 


982- 
1003 


1084 


EGF 


EGF-like domain 


5.2e-06 


24.4 


7 


1043- 
1078 


1084 


EGF 


EGF-like domain 


1.6e-06 


26.2 


8 


1084- 
1119 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.98 


.3.3 


6 


1103- 
1125 


1084 


VSP 


Giardia variant-specific surface prot 


0.29 


3.9 


2 


1105- 
1126 


1084 


EGF 


EGF-like domain 


2.1e-06 


25.9 


9 


1125- 
1160 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.0095 


9.6 


7 


1145- 
1166 


1084 


EGF 


EGF-like domain 


5.9e-05 


20.6 


10 


1166- 
1201 


1084 


Plasm od_Pvs28 


Plasmodium ookinete surface protein P 


0.11 


6.2 


1 


1172- 
1210 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.0044 


10.7 


8 


1187- 
1207 


1084 


EGF 


EGF-like domain 


5.5e-06 


24.3 


11 


1207- 
1243 


1084 


PAD_porph 


Porphyromonas-type peptidyl-arginine 


0.047 


8.4 


1 


1224- 
1234 


1084 


Plasmod_Pvs28 


Plasmodium ookinete surface protein P 


0.57 


3.6 


2 


1226- 
1281 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.016 


8.9 


9 


1228- 
1249 


1084 


VSP 


Giardia variant-specific surface prot 


0.043 


6.9 


3 


1229- 
1249 


1084 


EGF 


EGF-like domain 


4.9e-06 


24.5 


12 


1249- 
1285 


1084 


EGF 


EGF-like domain 


l.le-05 


23.3 


13 


1291- 
1328 


1084 


TB 


TB domain 


8.7e-23 


74.2 


3 


1358- 
1401 


1084 


EGF 


EGF-like domain 


6e-05 


20.6 


14 


1429- 
1466 


1084 


CBM_14 


Chitin binding Peritrophin-A domain 


0.3 


5.3 


2 


1452- 
1472 


1 1084 


EB 


2/4 962 979.. 1 18 


0.79 


4.0 


3 


1472- 
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1483 


1084 


EGF 


EGF-like domain 


1.3e-07 


30.3 


15 


1472- 
1507 


1084 


TB 


TB domain 


1.8e-23 


76.3 


4 


1535- 
1577 


1084 


EGF | 


EGF-like domain 


3.3e-06 


25.1 


16 


1626- 
1661 


lUo*f 




Plasmodium ookinete surface orotein P 


0.44 


4.0 


3 


1632- 
1708 


1084 


TTT 


5/14 1063 1084.. 47 68 


0.00068 


13.2 


13 


1642- 
1667 


1084 


VSP 


Giardia variant-specific surface prot 


0.96 


2.0 


4 


1646- 
1667 


1084 


EGF 


EGF-like domain 


1.2e-07 


30.3 


17 


1667- 
1706 


1084 


TIL 


5/14 1063 1084.. 47 68 


0.85 


3.5 


14 


1690- 
1706 


1086 


if? 


Immunoglobulin domain 


5.3e-07 


29.1 


1 


168-232 


1086 


Corona NS4 


Coronavirus non-structural protein NS 


0.47 


3.5 


1 


248-271 


1086 


ig 


Immunoglobulin domain 


0.052 


10.4 


2 


285-347 


1086 


fh3 


Fibronectin type in domain 


2.4e-16 


58.5 


1 


373-459 


1086 


fo3 


Fibronectin type III domain 


3.1e-15 


54.7 


2 


501-587 


1086 


in./ 


Fibronectin type III domain 


5.5e-19 


67.7 


3 


602-685 


1086 

lv/OU 


fill 


Fibronectin type III domain 


le-12 


45.9 


4 


700-786 


IvOO 




'Fihronpetm tvne III domain 


1.7e-27 


97.2 


5 


802-888 


loafi 

lUou 




OsmC-like Drotein 


0.57 


4.1 


1 


984- 
1018 




\o 

l B 


Immunoglobulin domain 


0.00041 


18.2 


3 


1133- 
1191 


1086 


it? 


Immunoglobulin domain 


1.7e-07 


30.9 


4 


1349- 
1405 


1086 


Aegerolysin 


Aegerolysin 


0.56 


4.3 


1 


1411- 
1428 


1087 


KRAB 


KRAB box 


5.8e-25 


92.4 


1 


14-54 


1087 


DUF19 


Domain of unknown function DUF19 


0.044 


5.2 


1 


80-105 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.7 


1 


161-171 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


8.3e-07 


32.0 


1 


161-183 


1087 


XPA N 


XPA protein N-terminal 


0.49 


5.8 


2 


186-198 


1087 


TFIIS 


Transcription factor S-n (TFIIS) 


0.21 


7.0 


2 


189-199 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


2.8e-07 


33.9 


2 


189-211 


1087 


XPA N 


XPA protein N-terminal 


0.47 


5.9 


3 


214-226 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


32.7 


3 


217-239 


1087 


zf-BED 


BED zinc finger 


0.11 


7.3 


2 


222-240 


1087 


XPA N 


XPA protein N-terrninal 


0.52 


5.7 


4 


242-254 


1087 


TFIIS 


Transcription factor S-II (TFIIS) 


0.32 


6.4 


4 


245-255 


1087 


zf-C2H2 


Zinc finger, C2H2 type 


3.2e-08 


37.5 


4 


245-267 


1087 


zf-BED 


BED zinc finger 


0.16 


6.8 


3 


246-268 


1088 


KRAB 


KRAB box 


5.8e-25 


92.4 




14-54 


1088 


DUF19 


Domain of unknown function DUF19 


0.044 


5.2 




80-105 


1088 


TFIIS 


Transcription factor S-II (TFIIS) 


1 


4.7 




161-171 


1088 


zf-C2H2 


Zinc finger, C2H2 type 


4.1e-08 


37.1 




161-183 


1088 


zf-BED 


BED zinc finger 


0.24 


6.2 




162-184 


1089 


Keratin B2 


Keratin, high sulfur B2 protein 


5.6e-21 


73.7 




2-117 


1089 


Keratin B2 


Keratin, rush sulfur B2 protein 


0.011 


9.4 


2 


118-170 
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1090 


Keratin_B2 


Keratin, high sulfur B2 protein 


5.9e-ll 


38.5 


1 


2-75 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


7.5e-06 


20.6 


1 


2-40 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


4e-18 


63.7 




41-144 


1091 


Keratin B2 


Keratin, high sulfur B2 protein 


4e-05 


18.0 




145-205 


1092 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 


1 


27-97 


1092 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 


1 


111-388 


1093 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 


1 


87-157 


1093 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 


1 


171-448 


1094 


7tm_3 


7 transmembrane receptor (metabotropi 


0.75 


3.2 


1 


24-45 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


0.00057 


14.4 




65-109 


1094 


Condensation 


Condensation domain 


0.36 


4.2 


1 


157-169 


1094 


7tm 3 


7 transmembrane receptor (metabotropi 


2.1e-05 


19.4 




168-271 


1095 


Tuberin 


Tuberin 


0.59 


0.5 


1 


17-23 


1095 


DAGAT 


Diacylglycerol acyltransferase 


6.2e-98 


335.5 


1 


38-216 


1096 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


1 


22-51 


1096 


lectin c 


Lectin C-type domain 


8.9e-26 


95.8 


1 


100-208 


1097 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


1 


22-51 


1097 


lectin c 


Lectin C-type domain 


2.5e-27 


101.0 


1 


100-208 


1098 


7tm_l 


7 transmembrane receptor (rhodopsin f 


2.6e-50 


149.5 


1 


41-290 


1098 


endotoxin N 


delta endotoxin, N-terminal domain 


0.87 


3.6 


1 


195-225 


1099 


SEA 


SEA domain 


1.2e-06 


24.2 


1 


33O408 


1099 


DUF916 


Bacterial protein of unknown function 


0.091 


7.2 


1 


550-576 


1099 


Hanta G2 


Hantavirus glycoprotein G2 


0.027 


6.9 


1 


550-578 


1099 


Peptidase C13 


Peptidase CI 3 family 


0.32 


3.5 


1 


554-582 


1100 


ig 


Immunoglobulin domain 


0.0046 


14.3 


1 


146-203 


1100 


ig 


Immunoglobulin domain 


3.2e-07 


29.9 




245-295 


1100 


FHIPEP 


FHIPEP family 


0.21 


3.5 


1 


315-326 


1101 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


23-49 


1101 


LRR 


Leucine Rich Repeat 


8.7e-05 


18.9 


1 


51-74 


1101 


LRR 


Leucine Rich Repeat 


0.00032 


17.0 


2 


75-98 


1101 


LRR 


Leucine Rich Repeat 


0.025 


10.6 


3 


99-122 


1101 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 


4 


123-146 


1101 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 


5 


147-170 


1101 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 




180-232 


1101 


ig 


Immunoglobulin domain 


1.3e-08 


35.1 


1 


248-307 


1101 


ig 


Immunoglobulin domain 


3.8e-09 


37.1 




344-400 


1101 


ig 


Immunoglobulin domain 


3.4e-05 


22.3 




440-490 


1101 


BON 


Transport-associated domain 


0.14 


7.1 


- x 


495-507 


1101 


i? 


Immunoglobulin domain 


3.1e-08 


33.7 




525-582 


1101 


pec lyase N 


Pectate lyase, N terminus 


0.19 


3.9 




626-632 


1101 


Anjperoxidase 


Animal haem peroxidase 


9.8e- 
195 


657.1 


1 


726- 
1265 


1101 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 


1 


993- 
1010 


1101 


7tmJ 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




1057- 
1065 


1101 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 




i iso- 
iie? 


1101 


TILa 


TILa domain 


0.00018 


16.9 




1394- 
1433 


1101 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8.0 




1395- 
1426 


1101 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 




1395- 
1450 
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1102 


LRRNT 


Leucine rich repeat N-terminal domain 


0.00068 


15.2 


1 


23-49 


1102 


LRR 


Leucine Rich Repeat 


8,7e-05 


18.9 


1 


51-74 


1102 


LRR 


Leucine Rich Repeat 


0.021 


10.9 


2 


75-98 


1102 


LRR 


Leucine Rich Repeat 


0.00069 


15.8 


3 


99-122 


1102 


LRR 


Leucine Rich Repeat 


9.9e-06 


22.1 


4 


123-146 


1102 


LRRCT 


Leucine rich repeat C-terminal domain 


2.3e-15 


48.2 




156-208 


1102 


ifi 


Immunoglobulin domain 


1.3e-08 


35.1 


1 


224-283 


1102 


ifi 


Immunoglobulin domain 


3.8e-09 


37.1 




320-376 


1102 


ig 


Immunoglobulin domain 


3.4e-05 


22.3 




416-466 


1102 


BON 


Transport-associated domain 


0.14 


7.1 


4 


471-483 


1102 


ig 


Immunoglobulin domain 


3.1e-08 


33.7 




501-558 


1102 


pec lyase N 


Pectate lyase, N terminus 


0.19 


3.9 




602-608 


1102 


An_pcroxidase 


Animal haem peroxidase 


9.8e- 
195 


657.1 


~j 


702- 
1241 


1102 


PAL 


Phenylalanine and histidine ammonia-1 


0.53 


2.6 


1 


969-986 


1102 


7tm_l 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


1033- 
1041 


1102 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 


1 ! 


1126- 
1143 


1102 


TILa 


TILa domain 


0.00018 


16.9 


1 


1370- 
1409 


1102 


PSP94 


Beta-microseminoprotein (PSP-94) 


0.11 


8,0 


1 


1371- 
1402 


1102 


vwc 


von Willebrand factor type C domain 


2e-10 


38.0 


1 


1371- 
1426 


1103 


PMEI 


Plant invertase/pectin methylesterase 


0.33 


5.5 


1 


2-24 


1103 


Ribosomal S26e 


Ribosomal protein S26e 


0.47 


3.9 


1 


215-236 


1103 


ATP-gua_Ptrans 


ATP:guanido phosphotransferase, C-ter 


0.089 


6.1 


1 


240-262 


1103 


Arch fla DE 


Archaeal flagella protein 


0.42 


5.0 


1 I 


670-683 


1103 


zf_dskA_traR 


Prokaryotic dksA/traR C4-type zinc fl 


0.48 


4.8 


1 


1145- 
1160 


1103 


zf-C4 


Zinc finger, C4 type (two domains) 


0.07 


7.6 


1 


1147- 
1157 


1104 


UBX 


UBX domain 


0.79 


4.8 




1-18 


1104 


FTCD C 


Formiminotransferase-cycl odeaminase 


0.21 


6.0 


1 


47-77 


1104 


IKI3 


IKI3 family 


0.66 


0.9 




80-94 


1104 


Ribosomal L21p 


Ribosomal prokaryotic L21 protein 


0.27 


5.0 


i 


115-138 


1104 


DUF709 


Family of unknown function (DUF709) 


0.28 


6.5 


1 


215-227 


1105 


Torsin 


Torsin 


8.2e-07 


23.3 


1 


106-125 


1106 


rrm 


RNA recognition motif, (a.La. RRM, R 


0.086 


8.5 


1 


41-71 


1107 


MH1 


MH1 domain 


0.16 


5.4 


1 


288-309 


1107 


Pecanex_C 


Pecanex protein (C-terminus) 


2.2e- 
129 


440.0 


1 


437-621 


1107 


Pecanex C 


Pecanex protein (C-terminus) 


4e-08 


29.6 




622-640 


1108 


MH1 


MH1 domain 


0.16 


5.4 




rt AO AAA 

288-309 


1108 


Pecanex_C 


Pecanex protein (C-terminus) 


1.2e- 
106 


364.5 




437-599 


1110 


Herpes_UL14 


Herpesvirus UL14-like protein 


0.12 


6.1 




17-43 


1110 


ig 


Immunoglobulin domain 


0.57 


6.5 




36-55 


1110 


Ribosomal L4 


Ribosomal protein L4/L1 family 


0.95 


3.3 




79-107 


1110 


Vpu 


Vpu protein 


0.34 


4.7 




106-140 


1110 


BPDjransp 


Binding-protein-dependent transport s 


0.9 


3.7 




109-137 


1111 


DUF895 


Eukaryotic protein of unknown functio 


0.68 


4.1 




133-149 


1112 


RWD 


RWD domain 


9.8e-40 


142.2 




11-125 
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1112 


globin 


Globin 


0.048 


8.6 


i 


88-120 


1112 


eRFl 2 


eRFl domain 2 


0.72 


4.1 


1 \ 


114-127 


1112 


zf-C3HC4 


Zinc finger, C3HC4 type (RING ringer) 


7.5e-10 


27.9 


1 


135-201 


1112 


DNA_ligase_ZB 
D 


NAD-dependent DNA ligase C4 zinc 
fing 


0.37 


5.8 


1 


196-207 


1112 


zf-MIZ 


MIZ zinc ringer 


0.28 


4.6 





197-207 


1112 


ApoA-II 


Apolipoprotein A-II (ApoA-II) 


0.94 


3.6 




261-272 


1113 


pkinase 


Protein kinase domain 


le-45 


162.0 


~j 


194-468 


1113 


Pox M2 


Poxvirus M2 protein 


0.82 


3.3 




306-333 


1113 


DUF857 


Domain of unknown function 
(DUF857) 


0.48 


4.7 


1 


417-428 


1113 


ExoD 


Exopolysaccharide synthesis, ExoD 


0.65 


2.7 


1 


424-456 


1113 


KE2 


KE2 family protein 


0.18 


7.7 


1 


468-502 


1114 


SNF2_N 


SNF2 family N-terminal domain 


0.057 


6.4 


1 


82-115 


1114 


Transposase 8 


Transposase 


0.38 


5.6 


1 


82-105 


1114 


OKR_DC_l_N 


Orn/Lys/Arg decarboxylase, N- 
terminal 


0.34 


3.6 


1 


91-102 


1116 


DUF1006 


Protein of unknown function 
(DUF1006) 


0.45 


2.5 


1 


5-24 


1117 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


1 


30-87 


1117 


ig 


Immunoglobulin domain 


0.0023 


15.5 


2 


127-186 


1117 


ig 


Immunoglobulin domain 


0.00079 


17.2 


3 


281-337 


1117 


ig 


Immunoglobulin domain 


0.026 


11.5 


4 


379-434 


1117 


SNF7 


SNF7 


0.95 


3.5 




435-450 


1118 


ig 


Immunoglobulin domain 


0.00079 


17.2 


1 


42-98 


1118 


ig 


Immunoglobulin domain 


0.026 


11.5 




140-195 


1118 


SNF7 


SNF7 


0.95 


3.5 




196-211 


1119 


IBN NT 


Importin-beta N-terminal domain 


1.6e-24 


89.3 


i 


28-100 


1119 


PurA 


PurA ssDNA and RNA-binding protein 


0.19 


4.8 


1 


155-171 


1119 


PAN 


PAN domain 


1 


3.2 


1 


706-735 


1120 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


28-36 


1120 


RNA_pol Rpb2 
1 


RNA polymerase beta subunit 


0.25 


2.1 


1 


150-946 


1120 


cobW 


Cobalamin synthesis protein/P47K 


0.85 


2.3 


1 


170-205 


1120 


DUF909 


Bacterial protein of unknown function 


0.16 


7.1 


1 


215-247 


1120 


Glyco hydro 2 
C 


Glycosyi hydrolases family 2, TIM bar 


0.24 


4.8 


1 


262-277 


1120 


ank 


Ankyrin repeat 


1.2e-10 


41.3 


1 


920-952 


1120 


ank 


Ankyrin repeat 


2.5e-08 


33.0 




953-985 


1120 


SH3 


SH3 domain 


5.7e-16 


61.3 


1 


1022- 
1079 


1122 


TPR 


TPR Domain 


0.013 


12.3 


1 


138-157 


1122 


TPR 


TPR Domain 


l.le-07 


30.1 




158-191 


1122 


TPR 


TPR Domain 


0.29 


7.5 




192-222 


1122 


BEX 


Brain expressed X-linked like family 


0.25 


3.9 




261-294 


1122 


eRFl 2 


eRFl domain 2 


0.12 


6.9 




322-338 


1122 


Subtilisin N 


Subtilisin N-terminal Region 


0.83 


5.1 




323-344 


1123 


Pencillinase R 


Penicillinase repressor 


0.85 


4.2 




57-75 


1124 


ank 


Ankyrin repeat 


1.8e-07 


29.9 




64-96 


1124 


ank 


Ankyrin repeat 


1.5e-06 


26.5 




97-129 


1124 


ank 


Ankyrin repeat 


2e-07 


29.7 


3 


130-162 


1124 


Shigella_OspC 


Shigella flexneri OspC protein 


0.51 


3.2 


1 


131-161 


1124 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


4 


163-195 
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1124 


ank 


Ankyrin repeat 


0.00018 


19.2 


5 


196-228 


1125 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


1 


64-96 


1125 


ank 


Ankyrin repeat 


1.5e-06 


26.5 


2 


97-129 


1125 


ank 


Ankyrin repeat 


2e-07 


29.7 


3 


130-162 


1125 


Shigella OspC 


Shigella flexneri OspC protein 


0.51 


3.2 


1 


131-161 


1125 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


4 


163-195 


1126 


DUF846 


Eukaryotic protein of unknown functio 


0.5 


2.6 


1 


50-74 


1129 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 


1 


4-28 


1129 


F5 F8__type_C 


F5/8 type C domain 


le-63 


195.2 


1 


34-174 


1129 


laminin G 


Laminin G domain 


2.7e-10 


36.3 


1 


212-344 


1130 


Apolipoprotein 


Apolipoprotein A 1/A4/E family j 


0.95 


3.4 


1 


4-28 


1130 


F5 F8 type C 


F5/8 type C domain 


le-63 


195.2 


1 


34-174 


1130 


laminin G 


Laminin G domain 


6.5e-ll 


38.5 


1 


212-344 


1130 


laminin G 


Tftminin G domain 


L8e-ll 


40.4 


2 


398-525 


1130 


EGF 


EGF-like domain 


l.le-06 


26.8 


1 


551-583 


1130 


fibrinogen C 


Fibrinogen beta and gamma chains, C-t 


0.051 


6.6 


1 


601-634 


1130 


laminin G 


Laminin G domain 


2.7e-17 


60.5 


3 


821-943 


1130 


EGF 


EGF-like domain 


0.0014 


15.7 


2 


962-996 


1130 


lairnnin Cr 
i annum vj 


T^aminin G domain 

I^Oill i Alii A \J 1 


0.00033 


15.3 


4 


1046- 
1179 


1130 


DNA PPF 


DNA polymerase processivity factor 


0.69 


4.3 




1059- 
1078 


1130 


BenE 


Benzoate membrane transport protein 


0.29 


3.8 


I 


1239- 
1255 


1130 


BPD transp 


Binding-protein-dependent transport s 


0.41 


5.0 


\ 


1245- 
1276 


1131 


HTH_9 


N-terminal HTH domain of 
molybdenum-b 


0.72 


4.3 


1 


61-84 


1131 


Glycos transf_2 


Glycosyl transferase 


2.2e-31 


105.9 


1 


155-341 


1131 


Ribosomal_S3_C 


Ribosomal protein S3, C-terminal 
doma 


0.98 


3.4 


1 


357-363 


1131 


Ricin B lectin 


QXW lectin repeat 


0.13 


8.4 


1 


467-496 


1131 


Ricin B lectin 


QXW lectin repeat 


0.00073 


16.5 




558-596 


1132 


Enterotoxin HS 


Heat-stable enterotoxin 


0.71 


1.4 


1 


37-43 


1132 


VSP 


Giardia variant-specific surface prot 


0.23 


4.3 


1 


96-128 


1132 


tsp_l 


Thrombospondin type 1 domain 


0.27 


6.0 


1 


148-203 


1133 


pkinase 


Protein kinase domain 


L3e-48 


171.6 


1 


11-237 


1133 


Pox ser-thr kin 


Poxvirus serine/threonine protein kin 


0.2 


4.5 


1 


133-156 


1133 


pkinase 


Protein kinase domain 


0.00017 


16.2 




322-347 


1135 


C2 


C2 domain 


2.4e~30 


103.9 


1 


7-88 


1135 


Transposase_24 


Plant transposase (Ptta/En/Spm family 


0.22 


4.9 


1 


42-56 


1135 


photoRC 


Photosynthetic reaction centre protei 


0.95 


1.8 


1 


45-67 


1135 


C2 


C2 domain 


8e-32 


108.9 




135-216 


1135 


RasGAP 


GTPase-activator protein for Ras-like 


5.4e-39 


124.6 


1 


323-513 


1135 


AraC_bmding 


AraC-like ligand binding domain 


0.42 


5.2 




414-452 


1135 


PH 


PH domain 


6.8e-ll 


37.2 




567-673 


1135 


BTK 


BTK motif 


1.9e-06 


26.9 




675-711 


1137 


toxin 2 


Scorpion short toxin 


0.089 


6.2 




51-77 


1137 


C tripleX 


Cysteine rich repeat 


9e-05 


15.9 




54-71 


1137 


EGF 


EGF-like domain 


0.00049 


17.3 




60-86 


1137 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.55 


5.3 




75-88 


1137 


EGF 


EGF-like domain 


0.00015 


19.2 


2 


123-155 


1137 


TIL 


Trypsin Inhibitor like cysteine rich 


0.55 


4.1 


2 


142-163 


1137 


EGF 


EGF-like domain 


0.00018 


18.9 


3 


163-197 
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1137 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0065 


10.1 


3 


180-203 


1137 


EGF 


EGF-like domain 


0.031 


10.8 


4 


215-232 


1137 


EGF 


EGF-like domain 


3.7e-07 


28.6 


5 


248-283 


1137 


EB 


EB module 


0.73 


4.1 


1 


254-283 


1137 


PRK 


Phosphoribulokinase/ Uridine kinase 


0.74 


2.8 


1 


407-426 


1137 


MAM 


MAM domain 


3.1e-27 


100.7 


1 


452-593 


1137 


Omptin 


Omptin family 


0.99 


2.0 




460-476 


1138 


SurE 


Survival protein SurE 


0.68 


2.6 


i 


10-23 


1138 


Pox All 


Poxvirus Al 1 Protein 


0.17 


3.2 


1 


57-75 


1138 


zf-C2H2 


Zinc finger, C2H2 type 


0.55 


8.5 


1 


205-228 


1138 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.64 


2.6 


1 


205-210 


1139 


4HBT 


Thioesterase superfamily 


0.038 


8.2 


1 


52-120 


1143 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.4e-28 


84.3 


1 


1-173 


1144 


7tm 1 


7 transmembrane receptor (rhodopsin f 


4.5e-49 


145.7 


1 


40-287 


1146 


SNARE 


SNARE domain 


0.28 


7.0 


1 1 


195-229 


1147 


IL1 


Interleukin-1 / 18 


2.6e-23 


83.4 


1 


51-152 


1148 


filament 


Intermediate filament protein 


3.2e- 
106 


363.0 


1 


1-296 


1148 


K-box 


K-box region 


0.78 


4.1 


1 


14-31 


1148 


Ribosomal S4 


Ribosomal protein S4/S9 N-terminal do 


0.85 


4.3 


1 


76-97 


1148 


1ATP 


Mitochondrial ATPase inhibitor, IATP 


0.46 


6.1 


1 . 


125-148 


1148 


ERG2 SigmalR 


ERG2 and Sigmal receptor like protein 


0.36 


3.7 


1 


162-191 


1148 


filament 


Intermediate filament protein 


4.8e-31 


113.3 


2 


380-469 


1148 


K-box 


K-box region 


0.11 


7.0 


2 


397-415 


1148 


bZIP 


1/2 51 88.. 28 65 


0.3 


6.3 


2 


435-472 


1148 


Tfb2 


Transcription factor Tfb2 


0.17 


0.5 


1 


466-472 


1149 


PhageJX 


Phage X family 


0.71 


4.2 


1 


16-41 


1149 


20G-FeII_Oxy 


20G-Fe(II) oxygenase superfamily 


0.27 


6.0 


1 


229-307 


1150 


MBOAT 


MBOAT family 


2.3e-08 


30.9 


1 


90-249 


1151 


filament 


Intermediate filament protein 


1.2e-38 


138.5 


1 


131-242 


1151 


filament 


Intermediate filament protein 


2.9e-83 


286.8 




244-412 


1151 


HSP70 


Hsp70 protein 


0.99 


2.0 




268-294 


1151 


HAMP 


HAMP domain 


1 


4.8 


1 


301-334 


1151 


DUF164 


Uncharacterized ACR, COG1579 


0.057 


7.3 


1 


310-352 


1151 


bZIP 


bZIP transcription factor 


0.062 


8.7 




316-348 


1151 


Transposase_8 


Transposase 


0.79 


4.5 


1 


317-335 


1151 


MutS V 


MutS domain V 


0.27 


4.5 


1 


354-370 


1151 


OEP 


Outer membrane efflux protein 


0.053 


7.0 


1 


356-393 


1151 


MutS IV 


MutS family domain IVi 


0.9 


4.6 


1 


359-392 


1151 


Hpt 


Hpt domain 


0.49 


5.2 




365-389 


1151 


Retro M 


Retroviral M domain 


0.5 


4.2 


1 


369-377 


1152 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


le-42 


119.7 


1 


12-95 


1152 


PG binding 1 


Putative peptidoglycan binding domain 


0.022 


10.3 




60-90 


1152 


Peptidase,. Ml 0 


Matrixin 


8.7e-51 


178.9 




102-206 


1152 


hemopexin 


Hemopexin 


1.6e-08 


30.8 




231-273 


1152 


hemopexin 


Hemopexin 


4.4e-ll 


39.4 


2 


275-317 


1152 


hemopexin 


Hemopexin 


2.2e-13 


47.1 


3 


322-367 


1152 


hemopexin 


Hemopexin 


2e-05 


20.4 


4 


371-411 


1153 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


le-42 


119.7 


1 


12-95 


1153 


PG binding 1 


Putative peptidoglycan binding domain 


0.022 


10.3 


1 


60-90 


1153 


Peptidase M10 


Matrixin 


8.7e-51 


178.9 


1 


102-206 


1153 


hemopexin 


Hemopexin 


1.6e-08 


30.8 


1 


231-273 
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— 


1153 


hemopexin 


Hemopexin 


4.4e-ll 


39.4 


2 


275-317 


1153 


hemopexin 


Hemopexin 


2.2e-13 


47.1 


3 


322-367 


1153 


hemopexin 


Hemopexin 


2e-05 


20.4 


4 


371-411 


1154 


SUFU 


Suppressor of fused protein (SUFU) 


0 


1218. 
3 


1 


3-484 


1155 


LBP BPI_CETP 


LBP / BP1 / CETP family, N-terminal d 


1.5e-61 


210.5 




38-217 


1155 


LBP BPI_CETP 
C 


LBP / BPI / CETP family, C-terminal d 


4.6e-32 


115.6 


! 


242-478 


1156 


HMG box 


HMG (high mobility group) box 


5.8e-32 


115.2 


1 


85-153 


1156 


HEV ORF2 


Hepatitis E virus ORF-2 (Putative cap 


0.026 


8.5 


1 


336-356 


1159 


zf-PARP 


Poly(ADP-ribose) polymerase and 
DNA-L 


3.5e-52 


183.5 


1 


93-185 


1159 


DNA Iigase_A_ 
N 


DNA ligase N terminus 


5.9e-13 


42.4 


1 


319-433 


1159 


DNA ligase 


ATP dependent DNA ligase domain 


8.5e-74 


255.3 




480-636 


1159 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.00064 


7.5 


i 


594-613 


1160 


serpin 


Serpin (serine protease inhibitor) 


9.5e- 
151 


511.0 




1-425 


1166 


Peptidase C14 


Caspase domain 


2.4e-06 


23.6 


1 


7-40 


1167 


ig 


Immunoglobulin domain 


2e-05 


23.2 


1 


42-96 


1167 


ig 


Immunoglobulin domain 


0.0012 


16.6 




135-197 


1167 


ig 


Immunoglobulin domain 


0.0013 


16.4 




237-297 


1168 


UK 


Virulence determinant 


0.083 


7.0 




14-38 


1168 


TIP120 


TBP (TATA-binding protein) -interacti 


0 


2347. 
3 




25-908 


1168 


HEAT 


HEAT repeat 


0.093 


8.3 


2 


248-286 


1168 


HEAT 


HEAT repeat 


0.022 


10.4 


3 


343-364 


1168 


Armadillo_seg 


Armadillo/beta-catenin-like repeat 


0.2 


8.0 


2 


682-721 


1169 


lectin c 


Lectin C-type domain 


7.4e-19 


72.8 


1 


131-231 


1171 


WD40 


WD domain, G-beta repeat 


8.5e-ll 


40.4 


1 


223-260 


1171 


WD40 


WD domain, G-beta repeat 


2.8e-06 


24.7 


2 


280-316 


1171 


WD40 


WD domain, G-beta repeat 


9e-09 


33.4 


3 


320-357 


1171 


WD40 


WD domain, G-beta repeat 


0.0041 


13.7 


4 


362-398 


1171 


WD40 


WD domain, G-beta repeat 


3.1e-14 


52.4 


5 


403-440 


1171 


WD40 


WD domain, G-beta repeat 


4.3e-12 


45.0 


6 


445-491 


1171 


WD40 


WD domain, G-beta repeat 


l.le-14 


54.0 


7 


496-533 


1171 


WD40 


WD domain, G-beta repeat 


0.23 


7.6 


8 


538-574 


1172 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


1 


42-99 


1172 


ig 


Immunoglobulin domain 


0.0023 


15.5 


2 


139-198 


1172 


MBOAT 


MBOAT family 


3.1e-07 


26.8 


1 


741-769 


1173 


ig 


Immunoglobulin domain 


2.3e-05 


22.9 


1 


42-99 


1173 


i* 


Immunoglobulin domain 


0.0023 


15.5 




139-198 


1173 


MBOAT 


MBOAT family 


3.1e-07 


26.8 


i 


741-769 


1174 


MBOAT 


MBOAT family 


2.3e-08 








1174 


MBOAT 


MBOAT family 


4.7e-09 


33.5 




308-351 


1175 


PTE 


Phosphodiesterase family 


1.2e- 
139 


474.0 




7-233 


1182 


Pox int trans 


Poxvirus intermediate transcription fac 


0.092 


5.7 




94-122 


1183 


PS Dcarbxylase 


Phosphatidylserine decarboxylase 


0.011 


11.4 




165-181 


1183 


PS Dcarbxylase 


PhosDhatidvlserine decarboxylase 


8.3e-52 


182.3 




246-467 


1184 


TSC22 


TSC-22/dip/bun family 


5e-47 


146.4 




124-183 


1186 


ADP PFK GK 


ADP-specific 

Phosphofructokinase/Glucokin 


7e-227 


763.9 




" 68-492 
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1186 


Mannitol dh 


Mannitol dehydrogenase 


0.052 


6.8 


1 


394-413 


1187 


DENN 


DENN (AEX-3) domain 


0.054 


6.0 


1 


16-40 


1188 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


0.5 


1.1 


1 


310-346 


1188 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


2.4e-07 


19.7 


2 


513-608 


1188 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


5.3e-08 


21.7 


3 


646-680 


1188 


Peptidase S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


692-764 


1188 


Esterase 


Putative esterase 


0.062 


6.6 


1 


738-781 


1189 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


0.5 


1.1 


1 


310-346 


1189 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


2.4e-07 


19.7 


2 


513-608 


1189 


DPPIV_Njerm 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


5.3e-08 


21.7 


3 


646-680 


1189 


Peptidase_S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


692-764 


1189 


Esterase 


Putative esterase 


0.062 


6.6 


1 


738-781 


1190 


DPPIV_NJerm 


Dipeptidyl peptidase IV (DPP IV) N- 
termi 


0.5 


1.1 


1 


310-346 


1190 


DPPIV_N_term 


Dipeptidyl peptidase IV (DPP IV) N- 
tenni 


5.3e-08 


21.7 


2 


633-667 


1190 


Peptidase_S9 


Prolyl oligopeptidase family 


3.9e-ll 


36.8 


1 


679-751 


1190 


Esterase 


Putative esterase 


0.062 


6.6 


1 


725-768 


1191 


Ribosomal S25 


S25 ribosomal protein 


6.7e-67 


232.4 


1 


2-100 


1191 


DUF387 


Putative transcriptional regulators (Yp 


0.099 


5.8 


1 


65-87 


1193 


ank 


Ankyrin repeat 


6.7e-10 


38.6 


2 


49-81 


1193 


ank 


Ankyrin repeat 


2.7e-08 


32.8 


3 


82-114 


1193 


ank 


Ankyrin repeat 


0.0036 


14.4 


4 


115-147 


1193 


ank 


Ankyrin repeat 


1.5e-ll 


44.5 


5 


148-180 


1193 


ank 


Ankyrin repeat 


1.2e-08 


34.1 


6 


181-213 


1193 


ank 


Ankyrin repeat 


3.3e-08 


32.5 


7 


214-246 


1193 


ank 


Ankyrin repeat 


3.4e-ll 


43.2 


8 


247-279 


1193 


ank 


Ankyrin repeat 


1.3e-08 


33.9 


9 


280-313 


1193 


ank 


Ankyrin repeat 


0.0027 


14.9 


10 


314-346 


1193 


ank 


Ankyrin repeat 


8.5e-08 


31.1 


11 


347-379 


1193 


ank 


Ankyrin repeat 


0.013 


12.4 


12 


380-404 


1193 


ank 


Ankyrin repeat 


8.3e-08 


31.1 


13 


431-463 


1193 


ank 


Ankyrin repeat 


l.le-09 


37.8 


14 


464-496 


1193 


ank 


Ankyrin repeat 


6.9e-07 


27.8 


15 


497-557 


1193 


endonuclease 7 


Recombination endonuclease VII 


0.034 


9.6 


1 


513-537 


1193 


ank 


Ankyrin repeat 


0.0047 


14.0 


16 


558-581 


1193 


ank 


Ankyrin repeat 


1.2e-05 


23.3 


17 


596-625 


1193 


ank 


Ankyrin repeat 


3.8e-10 


39.4 


18 


626-658 


1193 


ank 


Ankyrin repeat 


0.00034 


18.1 






1193 


ank 


Ankyrin repeat 


1.5e-09 


37.3 


20 


696-728 


1193 


ank 


Ankyrin repeat 


1.5e-05 


23.0 


21 


729-761 


1193 


ank 


Ankyrin repeat 


9.7e-05 


20.1 


22 


762-784 


1193 


ank 


Ankyrin repeat 


2.3e-07 


29.5 


23 


798-821 


1193 


ank 


Ankyrin repeat 


0.0023 


15.1 


24 


830-853 


1193 


ank 


Ankyrin repeat 


3.6e-10 


39.5 


25 


865-897 


1193 


ank 


Ankyrin repeat 


4.3e-06 


24.9 


26 


898-931 


1193 


ank 


Ankyrin repeat 


0.00019 


19.1 


27 


932-964 


1193 


ank 


Ankyrin repeat 


1.6e-07 


30.0 


28 


968- 
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1000 


1194 


trypsin 


Trypsin 


1.5e-23 


72.8 


1 


166-342 


1194 


PDZ 


PDZ domain (Also known as DHR or 
GLGF) 


0.0018 


14.0 


1 


372-412 


1195 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


2.4e-18 


53.6 


1 


1-137 


1196 


vwc 


von Willebrand factor type C domain 


5.4e-05 


19.0 


1 


66-105 


1196 


vwc 


von Willebrand factor type C domain 


0.16 


6.8 


2 


108-163 


1196 


vwc [ 


von Willebrand factor type C domain 


2e-07 


27.4 


3 


166-192 


1197 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


4.5e-36 


106.7 


1 


46-295 


1198 


MethyltransfD12 


D12 class N6 adenine-specific DNA 
met 


2.1e-36 


127.8 


1 


30-152 


1199 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 
pr 


1.8e-21 


80.6 


1 


32-176 


1200 


tRNA anti 


OB-fold nucleic acid binding domam 


2.7e-15 


56.4 


1 


A A 110 

44-1 lo 


1200 


tRNA-synt 2 


tRNA synthetases class II (D, K and N) 


2.7e-91 


313.5 


1 


tic a ni 
135-4 /j 


1202 


FAD binding_2 


FAD binding domain 


5.9e-54 


182,8 


1 


c i m\ 
S-1UU 


1203 


RasGEFN 


Guanine nucleotide exchange factor for 
Ras-1 


0.00072 


15.7 


1 


39-87 


1203 


RasGEF 


RasGEF domain 


0.39 


5.5 


1 


21 1-24U 


1203 


RasGEF 


RasGEF domain 


6.8e-18 


69.6 


2 


280-360 


1204 


KH 


KH domain 


3.8e-17 


61.6 


1 


i n £.1 

17-63 


1204 


KH 


KH domain 


5.4e-19 


68.0 


2 


lUl-lDU 


1204 


KH 


KH domain 


5.8e-16 


57.6 


3 


*>/!C 111 

26!>--5 13 


1206 


transket_pyr 


Transketolase, pyridine binding domai 


3.3e-75 


258.0 


1 


15-190 


1206 


transketolase C 


Transketolase, C-terminal domain 


2e-59 


194.9 


1 


208-331 


1207 


Calsequestrin 


Calsequestrin 


6.3e- 
294 


986.6 


1 


5-3y\) 


1207 


thiored 


Thioredoxin 


0.057 


9.0 


1 


lZO- LDZ. 


1209 


PH 


PH domain 


0.0057 


11.0 


1 


70-97 


1210 




Immunoglobulin domain 


4.9e-07 


29.2 


1 


35-112 


1210 


ig 


Immunoglobulin domain 


2e-06 


26.9 


2 


K/l TIC 

154-228 


1213 


cadherin 


Cadherin domain 


0.00026 


16.8 


1 


11 Ofi 


1213 


cadherin 


Cadherin domain 


1.3e-06 


24.8 


2 


143-Z3D 


1213 


cadherin 


Cadherin domain 


1.3e-22 


80.6 


3 


249-343 


1213 


cadherin 


Cadherin domain 


2.9e-14 


51.4 


4 


1C\ AAQ 

361-448 


1213 


cadherin 


Cadherin domain 


1.7e-22 


80.2 


5 


462-D jo 


1213 


cadherin 


Cadherin domain 


2.4e-10 


37.8 


6 


597-667 


1214 


calreticulin 


Calreticulin family 


3.6e- 
221 


715.1 


1 


21-315 


1218 


Alpha L fucos 


Alpha-L-fucosidase 


0.018 


8.4 


1 


10-34 


1221 


Osteopontin 


Osteopontin 


1.4e-20 


64.7 


1 


1-30 


1221 


Osteopontin 


Osteopontin 


2e-166 


531.5 


2 


31-275 


1222 


serpin 


Serpin (serine protease inhibitor) 


z.**e- 
156 


529.6 


1 


78-443 


1223 


is 


Immunoglobulin domain 


0.00035 


18.5 


1 


31-101 


1223 


iE 


2/3 143 210.. 7 52 


1.3e-08 


35.1 


3 


252-303 


1225 


HATPase c 


Histidine kinase-, DNA gyrase B-, and 


3.8e-15 


54.5 


1 


16-164 




DNA gyraseB 


DNA gyrase B 


4.1e-57 


199.9 


1 


210-370 


1225 


DNAJopoisoIV 


DNA gyrase/topoisomerase IV, subunit 


1.3e- 
189 


610.1 


1 


653- 
1120 


1225 


DUF188 


Uncharacterized BCR, Yail/YqxD 
family 


0.025 


8.2 


1 


1095- 
1121 
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iooa 
izzo 


A \AP-hindinff 


AMP-binding enzyme 


7.3e-84 


288.8 


1 


105-539 


1 OOO 
12// 


pn 

rU 


PCI domain 


8.7e-10 


36.4 


1 


46-101 


1O0R 
LZZo 


Pin 
i> 1 u 


Clq domain 


6e-45 


159.5 


1 


73-202 


1 ooo 
izzy 


P5TR 
DID 


BTB/POZ domain 


9.8e-14 


51.0 


1 


9-69 


izzy 


DID 


BTB/POZ domain 


0.68 


4.5 


2 


70-101 


107ft 


ank 


Ankyrin repeat 


0.93 


5.8 


1 


7-39 


i 07ft 


ank 


Ankyrin repeat 


0.00039 


17.9 


2 


40-85 


i 07ft 


ank 


Ankyrin repeat 


2.1e-05 


22.4 


3 


86-147 


1 07ft 


ank 


Ankyrin repeat 


0.057 


10.1 


4 


148-180 


1 07ft 


ank 


Ankyrin repeat 


3.6e-10 


39.5 


5 


181-213 


1 07ft 


ank 


Ankyrin repeat 


7.2e-08 


31.3 


6 


214-246 


1 07ft 


ank 


Ankyrin repeat 


3.7e-06 


25.1 


7 


247-279 


1 07ft 


ank 


Ankyrin repeat 


1.7e-08 


33.6 


8 


280-312 


1 07ft 
XZjU 


ank 


Ankyrin repeat 


4.9e-07 


28.3 


9 


313-346 


1 07ft 


ank 


Ankyrin repeat 


0.00014 


19.6 


10 


347-379 


1970 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


11 


380-412 


1 07ft 


ank 


Ankvrin repeat 


0.038 


10.8 


12 


413-437 


107ft 


ank 


Ankyrin repeat 


2.5e-08 


32.9 


13 


464-496 


IZjU 


ank 


Ankvrin repeat 


7.6e-08 


31.2 


14 


497-529 


1 07ft 


ank 


Ankyrin repeat 


2.2e-07 


29.5 


15 


530-590 


107ft 


ank 


Ankyrin repeat 


0.0048 


14.0 


16 


591-613 


1 07ft 


ank 


Ankyrin repeat 


0.0097 


12.9 


17 


629-658 


1230 


ank 


Ankyrin repeat 


3.3e-06 


25.3 


18 


659-691 


1 OIA 

1Z3U 


ank 


AnVvrin rpneat 


2.3e-05 


22.3 ! 


19 


693-727 


1230 


ank 


Ankyrin repeat 


3.1e-09 


36.2 


20 


729-761 


1230 


ank 




0.00054 


17.4 


21 


762-794 


1230 


ank 


Ankyrin repeat 


5.7e-06 


24.5 


22 


795-827 


1230 


ank 


AJiKynn repeat 


9.6e-05 


20.1 


23 


832-855 


1230 


ank 


Ankyrin repeat 


0.0013 


16.0 


24 


864-892 


1230 


ank 


AnKynn repeat 


1.7e-08 


33.5 


25 


899-931 


1230 


ank 


Ankyrin repeat 


3.4e-06 


25.3 


26 


932-965 


1230 


ank 


Ankyrin repeat 


0.001 


16.4 


27 


966-998 


1230 


ank 


Ankyrin repeat 


2.5e-07 


29.3 


28 


1006- 
1034 


1231 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
do 


1.5e-61 


210.5 


1 


38-217 


1231 


LBP_BPI_CETP 
C 


LBP / BPI / CETP family, C-tenninal 
do 


7.3e-27 


96.9 


1 


242-472 


1232 


LBP_BP1_UEJ f 


T "DD / DPI / PPTP familv N-temrnTial 
oo 


1.5e-61 


210.5 




38-217 


1232 


LdiVdF 1 r 


t pp / RPT / PFTP familv C-tenninal 

Ho 

UO 


1.3e-25 


92.4 




242-472 


1233 


T DD DDT PT3TD 

LDr_rJr 1 r 


t t>p / r>pT / PFm> fflmilv N-terminal 
do 


1.5e-61 


210.5 


1 


38-217 


1233 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terrninal 
do 


2.6e-33 


120.1 




242-478 


1234 


DUF408 


Domain of Unknown Function 
(DUF408) 


7.8e- 
114 


388.3 




41-222 


1237 


ig 


Immunoglobulin domain 


5.3e-05 


21.6 




28-86 


1237 




Immunoglobulin domain 


2e-08 


34.4 




127-184 


1237 


ig 


Immunoglobulin domain 


6.2e-13 


51.3 




219-277 


1237 


fh3 


Fibronectin type III domain 


6.3e-20 


71.0 




299-385 


1237 


fn3 


Fibronectin type III domain 


8e-10 


35.9 




396-481 


1738 


Nuf2 


Nuf2 family 


3.3e- 


356.3 




1-148 
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104 








1238 


HR1 


Hrl repeat 


0.099 


7.1 


1 


187-214 


1240 


Sema 


Sema domain 


7.6e- 
178 


601.0 


1 


59-477 


1240 


squash 


Squash family serine protease inhibitor 


0.033 


5.8 


1 


512-534 


1240 


PSI 


Plexin repeat 


0.00097 


13.3 


1 


514-543 


1240 


UreE_C 


UreE urease accessory protein, C- 
terminal do 


0.09 


7.9 

• 


1 


rtrtrt £J*^/\ 

809-830 



1243 


rrm 


RNA recognition motif. (a.k.a. RRM, 
RBD, or 


0.0012 


15.1 


1 


29-93 


1247 


Peptidase^M50 


Peptidase family M50 


0.0024 


12.4 


1 


SMS /j 


1247 


CfripleX 


Cysteine rich repeat 


0.00046 


13.8 


1 


i Ai i in 
IU3-lzU 


1247 


EGF 


EGF-like domain 


0.089 


9.2 


1 


i nc 1 k 
105-133 


1247 


EGF 


EGF-like domain 


0.0047 


13.8 


2 


1 A O 1 *7Q 

148-1/5 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0006 


15.5 


1 


1 M 1 QC 

152-193 


1247 


EB 


EB module 


0.21 


5.7 


2 


inn 1 1 *7 


1247 


EGF 


EGF-like domain 


3.2e-06 


25.2 


3 


1 A1 111 

191-Zzl 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.17 


7.0 


2 


199-2io 


1247 


EGF 


EGF-like domain 


8.6e-06 


23.6 


4 


234-Z04 


1247 


DSL 


Delta serrate ligand 


0.024 


8.9 


4 


OCA 1£/l 

z30-zo4 


1247 


EGF 


EGF-like domain 


5.5e-06 


24.3 


5 


1*7*7 1(Y7 
Z//-3U7 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


1.2e-05 


21.3 


4 


io i in 


1247 


EGF 


EGF-like domain 


0.00028 


18.2 


6 


ha i«n 
3ZU-33U 


1247 


laminin EGF 


Laminin EGF-like (Domains HI and V) 


0.018 


10.3 


5 


324-331 


1247 


DSL 


Delta serrate ligand 


0.15 


6.3 


6 


333-304 


1247 


EGF 


EGF-like domain 


0.053 


10.0 


7 


3o4-390 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.00011 


18.0 


6 


368-406 


1247 


DSL 


Delta serrate ligand 


0.034 


8.4 


7 


383-396 


1247 


DSL 


Delta serrate ligand 


0.76 


4.0 


8 


*ia*7 A AO 

397-409 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.68 


4.9 


7 


413-430 


1247 


EGF 


EGF-like domain 


4.8e-05 


20.9 


9 


415-439 


1247 


DSL 


Delta serrate ligand 


0.46 


4.7 


9 


viic din 


1247 


EGF 


EGF-like domain 


1.2e-05 


23.1 


10 


452-4 az 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.19 


6.9 


8 


ACi\ AC\C\ 

4o0-4yy 


1247 


DSL 


Delta serrate ligand 


0.21 


5.8 


10 


4oy-4oZ 


1247 


EB 


EB module 


0.89 


3.8 


4 


ACM COC 

4y2-3Z3 


1247 


EGF 


EGF-like domain 


2.3e-05 


22.1 


11 


AC\Z <1C 

4^3-323 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.011 


11.1 


9 


302-342 


1247 


DSL 


Delta serrate ligand 


0.023 


9.0 


11 


r io C1C 

512-323 


1247 


EGF 


EGF-like domain 


0.03 


10.8 


12 


COO C£C 

53o-3oo 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0055 


12.1 


10 


Z.AC CO! 

54o-5o / 


1247 


DSL 


Delta serrate ligand 


0.0012 


13.1 


12 


553-300 


1247 


EGF 


EGF-like domain 


0.0001 


19.8 


13 


581-611 


1247 


EB 


EB module 


0.025 


8.5 


5 


5o7-Oll 


1247 


laminin EGF 


Laminm EOr-liKe (Domains ill ana v) 


U.UOJ 


8.4 


11 


589-631 


1247 


DSL 


Delta serrate ligand 


0.5 


4.6 


14 


612-624 


1247 


EGF 


EGF-like domain 


0.48 


6.5 


14 


614-624 


1247 


EGF 


EGF-like domain 


0.041 


10.4 


15 


631-669 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.00028 


16.6 


12 


634-658 


1247 


EGF 


EGF-like domain 


0.00023 


18.5 


16 


675-699 


1247 


DSL 


15/20 647 656.. 58 67 


0.15 


6.3 


16 


689-699 


1247 


EGF 


EGF-like domain 


7.7e-05 


20.2 


17 


712-742 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.56 


5.2 


13 


716-752 


1247 


DSL 


15/20 647 656.. 58 67 


0.083 


7.1 


17 


729-742 
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1247 


EGF i 


EGF-like domain 


0.57 


6.2 


18 ! 


745-755 


1247 


laminin EGF 


Laminin EGF-like (Domains HI and V) 


3.4e-05 


19.8 


14 


759-802 


1247 


EB 


EB module J 


0.079 


7.0 


6 


760-785 


1247 


EGF 


EGF-like domain 


0.0048 


13.7 


19 


761-785 


1247 


DSL 


15/20 647 656.. 58 67 


0.16 


6.2 


19 


772-785 


1247 


EGF 


EGF-like domain 


0.0057 


13.5 


20 


798-828 


1247 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.0035 


12.8 


15 


805-830 


1247 


DSL 


15/20 647 656.. 58 67 


0.44 


4.8 


20 


809-828 


1249 


IBR 


IBR domain 


l.le-05 


19,4 


1 


74-104 


1249 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.029 


6.4 


1 


114-134 


1249 


IBR 


IBR domain 


0.029 


8.4 


2 


132-164 


1250 


NC 


NC domain 


2.2e-47 


167.3 


I 


172-253 


1251 


Aa_trans 


Transmembrane amino acid transporter 
protein 


1.9e-77 


267.5 


1 


52-365 


1252 


Aa_trans 


Transmembrane amino acid transporter 
jjrotein 


2.5e-76 


263.7 


1 


45-354 


1252 


Aa_trans 


Transmembrane amino acid transporter 
protein 


2.7e-06 


22.9 


2 


355-419 


1254 


FGF 


Fibroblast growth factor 


2.2e-40 


137.9 


1 


42-166 


1255 


LRR 


Leucine Rich Repeat 


0.033 


10.2 


1 


49-70 


1255 


LRR 


Leucine Rich Repeat 


0.21 


7.5 


2 


71-92 


1255 


LRR 


Leucine Rich Repeat 


0.57 


6.0 


3 


94-115 


1255 


LRR 


Leucine Rich Repeat 


0.46 


6.3 


4 


116-140 


1256 


RPE65 


Retinal pigment epithelial membrane 
protein 


8.9e-59 


199.4 


1 


60-416 


1256 


RPE65 


Retinal pigment epithelial membrane 
protein 


4.3e-27 


91.2 


2 


462-579 


1257 


RPE65 


Retinal pigment epithelial membrane 
protein 


8.9e-59 


199.4 


1 


42-398 


1257 


RPE65 


Retinal pigment epithelial membrane 
protein 


4.3e-27 


91.2 


2 


444-561 


1258 


ig 


Immunoglobulin domain 


0.001 


16.8 


1 


39-97 


1258 


ig 


Immunoglobulin domain 


1.2e-ll 


46.5 


2 


128-189 


1260 


DUF948 


Bacterial protein of unknown function 
(DU 


0.058 


8.0 


1 


249-269 


1261 


serpin 


Serpin (serine protease inhibitor) 


3.2e-08 


27.5 


1 


31-82 


1261 


serpin 


Serpin (serine protease inhibitor) 


1.2e-60 


206.3 


2 


212-423 


1262 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


3.7e-16 


56.5 


1 


1-47 


1263 


arf 


ADP-ribosylation factor family 


5.1e-13 


43.2 


1 


10-132 


1264 


PAP2 


PAP2 superfamily 


4.5e-15 


54.4 


1 


106-241 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


2e-20 


73.6 


1 


37-128 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


6e-28 


100.2 


2 


136-227 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-33 


117.8 


3 


232-329 


1265 


Arthro defensin 


Arthropod defensin 


0.0097 


7.3 


1 


340-364 


1265 


SRCR 


Scavenger receptor cysteine-rich doma 


i.le-lD 


jjJ 


A 




1265 


SRCR 


Scavenger receptor cysteine-rich doma 


7.6e-33 


117.6 


5 


477-574 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


2e-20 


73.6 


1 


37-128 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


6e-28 


100.2 


2 


136-227 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


6.6e-33 


117.8 


3 


232-329 


1266 


Arthro defensin 


Arthropod defensin 


0.0097 


7.3 


1 


340-364 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


3.1e-15 


55.3 


4 


360-459 


1266 


SRCR 


Scavenger receptor cysteine-rich doma 


7.6e-33 


117.6 


5 


477-574 


1270 


ArmadiIlo_seg 


Armadillo/beta-catenin-like repeat 


2.7e-05 


21.8 


1 


53-93 


1270 


Armadillo seg 


2/5 546 586.. 1 41 


0.11 


9.0 


5 


691-716 
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1273 


Pneumo_att_G 


Pneumovirinae attachment membrane 
Rlycop 


0.098 


4.7 


1 


57-70 


1273 


pkinase 


Protein kinase domain 


3e-77 


266.8 


.? 


1 A1 *3Q*7 

103-38/ 


1275 


Pep_M12B_prop 
eo 


Reprolysin family propeptide 


3.2e-37 


116.5 


1 


97-215 


1275 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


l.le-88 


304.8 


1 


22 /-4zo 


1275 


Peptidase_M46 


Pregnancy-associated plasma protein-A 


0.056 


5.5 


1 


ICS} 

3oz-3 // 


1275 


disintegrin 


Disintegrin 


L7e-39 


134.2 


1 


A A1 11C 

443- J 15 


1275 


EGF 


EGF-like domain 


0.0023 


14.8 


1 


o/u-oy/ 


1276 


FeoA 


FeoA family 


0.088 


8.4 




\3l-l5y 


1277 


ank 


Ankyrin repeat 


2.3e-05 


22.3 


1 




1277 


ank 


Ankyrin repeat 


9.5e-lt 


41.6 




34U-3 /3 


1277 


Dehydratase_LU 


Dehydratase large subunit 


0.015 


7.6 


1 


369-4U3 


1278 


Peptidase_Ml 


Peptidase family Ml 


7.1e- 
137 


383.8 


1 




1284 


Aa trans 


Transmembrane amino acid transporter 


2.4e-30 


110.9 


1 


a ion 


1285 


ARPF 


Aromatic-Rich Protein Family 


4.3e-09 


31.3 


1 


ia 1 on 


1288 


LRR 


Leucine Rich Repeat 


0.41 


6.5 


J 


00-07 


1288 


LRR 


Leucine Rich Repeat 


0.0017 


14.6 


2 


Qf\ 1 1 1 


1288 


LRR 


Leucine Rich Repeat 


0.76 


5.6 


3 


1 1**-13 / 


1288 


LRR 


Leucine Rich Repeat 


0.0013 


14.9 


4 


135-101 


1288 


LRR 


Leucine Rich Repeat 


0.0043 


13.1 


5 


103-150 


1288 


LRR 


Leucine Rich Repeat 


0.0088 


12.1 


6 


10/-21V 


1288 


LRR 


Leucine Rich Repeat 


0.063 


9.2 


7 ! 


11 1 Oil 

Z11-Z31 


1288 


LRRCT 


Leucine rich repeat C-terminal domain 


2.6e-10 


32.7 


1 


252-297 


1288 


ig 


Immunoglobulin domain 


5.8e-09 


36.4 


1 


314-372 


1289 


Huntingtin 


Huntingtin 


0.077 


5.4 


1 


768-790 


1290 


LRRNT 


Leucine rich repeat N-terminal domain 


0.0011 


14.5 


1 


32-59 1 


1290 


LRR 


Leucine Rich Repeat 


0.0059 


12.7 


1 


61-84 


1290 


LRR 


Leucine Rich Repeat 


0.00021 


17.6 


2 


OC 1 AO 


1290 


LRR 


Leucine Rich Repeat 


0.012 


11.6 


3 


1 1 A 1 ll 

110-132 


1290 


LRRCT 


Leucine rich repeat C-terminal domain 


0.00014 


15.2 


1 


131-144 


1291 


PH 


PH domain 


0.053 


7.8 


1 


7-98 


1291 


DAGKc 


Diacylglycerol kinase catalytic domain 
(pres 


0.00081 


14.7 


1 


90-177 


1292 


ig 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1292 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


1293 


ig 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


1293 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 


2 


161-219 


1295 


Clq 


Clq domain 


5.3e-49 


173.0 


1 


72-198 


1296 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


1.3e-08 


24.4 


1 


49-108 


1296 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


4.6e-31 


91.7 


2 


109-332 


1297 


MED7 


MED7 protein 


0.0099 


9.5 


1 


202-242 


1297 


CH 


Calponin homology (CH) domain 


2.7e-31 


114.2 


1 


215-316 


1297 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


331-433 


1297 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


652-664 


1297 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


793-852 


1297 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


832-873 


1297 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


922-973 


1297 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


1 


928-939 


1297 


DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1313- 
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1341 


1297 


Myc-LZ 


Myc leucine zipper domain 


0.13 


7.7 


2 


1313- 
1338 


1297 


spectrin 


Spectrin repeat 


0.38 


5.5 


3 


1486- 
1512 


1297 


bZEP 


1/3 644 674.. 35 65 


0.058 


8.8 


3 


1698- 
1722 


1297 


Prefoldin 


Prefoldin subunit 


0.56 


5.2 


3 


1709- 
1736 


1297 


M 


M protein repeat 


0.44 


8.1 


2 


1939- 
1959 


1297 


ldh_C 


lactate/malate dehydrogenase, alpha/be 


0.35 


5.2 


2 


2093- 
2118 


1297 


FTCDC 


Formiminotransferase-cyclodeaminase 


0.029 


9.2 


1 


2108- 
2146 


1297 


Laminin_II 


Laminin Domain II 


0.032 


9.5 


1 


2152- 
2219 


1297 


Tropomyosin 


Tropomyosin 


0.019 


8.9 


1 


2210- 
2251 


1297 


Pox_A_type_inc 


2/7 1057 1069.. 1 13 


0.47 


6.6 


6 


2364- 
2379 


1297 


Tropomyosin 


Tropomyosin 


0.72 


3.2 


2 


2396- 
2425 


1297 


Pox_A_type_inc 


2/7 1057 1069.. 1 13 


0.57 


6.3 


7 


2399- 
2421 


1297 


Plectin 


Plectin repeat 


le-19 


74.9 


2 


2734- 
2778 


1297 


Plectin 


Plectin repeat 


8.3e-16 


60.6 


3 


2808- 
2852 


1297 


CBMJ4 


Chitin binding Peritrophin-A domain 


0.0038 


11.3 


1 


2867- 
2884 


1297 


Plectin 


Plectin repeat 


2e-05 


22.8 


4 


2907- 
2939 


1297 


Plectin 


Plectin repeat 


0.018 


12.0 


6 


3012- 
3042 


1297 


Plectin 


Plectin repeat 


2.1e-20 


77.4 


7 


3043- 
3087 


1297 


ECH 


Enoyl-CoA hydratase/isomerase family 


0.00096 


14.0 


1 


3059- 
3080 


1297 


Plectin 


Plectin repeat 


0.083 


9.6 


8 


3088- 
3118 


1297 


Plectin 


Plectin repeat 


1.3e-16 


63.5 


9 


3119- 
3163 


1297 


Plectin 


Plectin repeat 


0.44 


6.9 


10 


3169- 
3201 


1298 


MED7 


MED7 protein 


0.0099 


9.5 


1 


202-242 


1298 


CH 


Calponin homology (CH) domain 


2.3e-29 


107.8 


1 


215-328 


1298 


CH 


Calponin homology (CH) domain 


3.7e-26 


97.1 


2 


343-445 


1298 


UVR 


UvrB/uvrC motif 


0.0066 


12.8 


1 


664-676 


1298 


spectrin 


Spectrin repeat 


0.007 


11.5 


1 


805-864 


1298 


ACCA 


Acetyl co-enzyme A carboxylase 
carboxy 


0.017 


10.3 


1 


844-885 


1298 


spectrin 


Spectrin repeat 


4.9e-05 


18.9 


2 


934-985 


1298 


PolC DP2 


DNA polymerase II large subunit DP2 


0.013 


2.0 


1 


940-951 


1298 


DUF622 


Protein of unknown function, DUF622 


0.043 


9.8 


1 


1325- 
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1353 


1298 


Myc-LZ 


Myc leucine zipper domain 


0.13 


7.7 


2 


1325- 
1350 


1298 


spectrin 


Spectrin repeat 


0.38 


5.5 


3 


1498- 
1524 


1298 


bZIP 


1/3 656 686.. 35 65 


0.058 


8.8 


3 


1710- 
1734 


1298 


Prefoldin 


Prefoldin subunit 


0.56 


5.2 


3 


1721- 
1748 


1298 


M 


M protein repeat 


0.44 


8.1 


2 


1951- 
1971 


1298 


ldhC 


lactate/malate dehydrogenase, alpha/be 


0.35 


5.2 


2 


2105- 
2130 


1298 


FTCD_C 


Formiminotransferase-cyclodeaminase 


0.029 


9.2 


1 


2120- 
2158 


1298 


LamininJI 


Laminin Domain II 


0.032 


9.5 


1 


2164- 
2231 


1298 


Tropomyosin 


Tropomyosin 


0.019 


8.9 


1 


2222- 
2263 


1298 


Pox_A_type_inc 


2/7 1069 1081 1 13 


0.47 


6.6 


6 


2376- 
2391 


1298 


Tropomyosin 


Tropomyosin 


0.72 


3.2 


2 


2408- 
2437 


1298 


Pox_AJype_inc 


2/7 1069 1081.. 1 13 


0.57 


6.3 


7 


2411- 
2433 


1298 


Plectin 


Plectin repeat 


le-19 


74.9 


2 


2746- 
2790 


1298 


Plectin 


Plectin repeat 


8.3e-16 


60.6 


3 


2820- 
2864 


1298 


CBM_14 


Chitin binding Peritrophin-A domain 


0.0038 


11.3 


1 


2879- 
2896 


1298 


Plectin 


Plectin repeat 


2e-05 


22.8 


4 


2919- 
2951 


1298 


Plectin 


Plectin repeat 


0.018 


12.0 


6 


3024- 
3054 


1298 


Plectin 


Plectin repeat 


2.1e-20 


77.4 


7 


3055- 
3099 


1298 


ECH 


Enoyl-CoA hydratase/isomerase family 


0.00096 


14.0 


1 


3071- 
3092 


1298 


Plectin 


Plectin repeat 


0.083 


9.6 


8 


3100- 
3130 


1298 


Plectin 


Plectin repeat 


1.3e-16 


63.5 


9 


3131- 
3175 


1298 


Plectin 


Plectin repeat 


0.44 


6.9 


10 


3181- 
3213 


1304 


DUF544 


Protein of unknown function (DUF544) 


5.8e-80 


275.8 


1 


157-282 


1305 


DUF544 


Protein of unknown function (DUF544) 


5.8e-80 


275.8 


1 


272-397 


1306 


ig 


Immunoglobulin domain 


2.2e-08 


34.3 


1 


26-93 


1306 


ig 


Immunoglobulin domain 


2.5e-06 


26.5 


2 


132-191 


1306 


MAM 


MAM domain 


6.9e-72 


249.0 


1 


422-595 


1308 


APH 


Phosphotransferase enzyme family 


2.9e-42 


150.6 


1 


40-256 


1308 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.00024 


17.0 


1 


505-585 


1308 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


618-769 
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1309 


APH 


Phosphotransferase enzyme family 


7.7e~32 


116.0 


1 


80-238 


1309 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.00024 


17.0 


1 


487-567 


1309 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


600-751 


1310 


Cation efflux 


Cation efflux family 


3e-09 


34.4 


1 


69-145 | 


1311 


CaMBD 


Calmodulin binding domain 


0.074 


7.8 


\ 


716-732 


1311 


IQ 


IQ calmodulin-binding motif 


1.3e-05 


22.1 




738-758 


1312 


SAM 


SAM domain (Sterile alpha motif) 


0.00073 


15.4 


\ 


304-369 


1312 


SAM 


SAM domain (Sterile alpha motif) 


2.2e-10 


38.2 




382-446 


1312 


SAM 


SAM domain (Sterile alpha motif) 


0.06 


8.7 




470-499 


1313 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


7.1e-25 


70.3 


1 


80-126 


1313 


HerpesUL49_5 


Herpesvirus UL49.5 
envelope/tegument pr 


0.082 


7.4 


1 


147-170 


1314 


DUF692 


Protein of unknown function (DUF692) 


0.088 


6.2 


1 


1703- 
1722 


1314 


HECT 


HECT-domain (ubiquitin-transferase) 


l.9e- 
196 


662.8 


1 


2002- 
2309 


1314 


V-ATPase_C 


V-ATPase subunit C 


0.032 


7.2 


1 


2185- 
2213 


1315 


PAP2 


PAP2 superfamily 


1.5e-25 


9L6 




66-218 


1316 


PAP2 


PAP2 superfamily 


5.1e-30 


107.5 


1 


98-236 


1317 


ig 


Immunoglobulin domain 


8.1e-09 


35.9 




41-116 


1321 


LRRNT 


Leucine rich repeat N-terminal domain 


1.3e-06 


24.2 


1 


115-143 


1321 


LRR 


Leucine Rich Repeat 


0.098 


8.6 


1 


145-168 


1321 


LRR 


Leucine Rich Repeat 


8.2e-06 


22.3 


2 


169-194 


1321 


FNIP 


FNIP Repeat 


0.36 


6.7 


1 


195-225 


1321 


LRR 


Leucine Rich Repeat 


0.63 


5.9 


3 


195-207 


1321 


LRR 


Leucine Rich Repeat 


0.0026 


13.9 


4 


240-265 


1321 


LRR 


Leucine Rich Repeat 


0.018 


11.1 


5 


266-285 


1321 


LRR 


Leucine Rich Repeat 


0.00014 


18.1 


6 


287-310 


1321 


LRR 


Leucine Rich Repeat 


0.00013 


18.3 


7 


311-336 


1321 


LRR 


Leucine Rich Repeat 


0.00015 


18.1 


8 


337-356 


1321 


LRR 


Leucine Rich Repeat 


0.22 


7.4 


9 


358-381 


1321 


LRR 


Leucine Rich Repeat 


0.002 


14.3 


10 


382-407 


1321 


LRR 


Leucine Rich Repeat 


0.022 


10.7 


11 


408-427 


1321 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


12 


453-478 


1321 


LRR 


Leucine Rich Repeat 


0.00049 


16.4 


13 


479-498 


1321 


LRR 


Leucine Rich Repeat 


0.13 


8.1 


15 


524-549 


1321 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


16 


550-569 


1321 


LRR 


Leucine Rich Repeat 


5.2e-05 


19.6 


17 


571-594 


1321 


LRR 


Leucine Rich Repeat 


0.37 


6.6 


18 


595-620 


1322 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


50-117 


1322 


ig 


Immunoglobulin domain 


0.00049 


18.0 


2 


157-215 


1322 


ig 


Immunoglobulin domain 


2.8e-09 


3/.0 


3 


IfHJV) 1 

jL\j J-jZ. 1 


1323 


ig 


Immunoglobulin domain 


0.24 


7.9 


1 


50-117 


1323 


ig 


Immunoglobulin domain 


0.00049 


18.0 


2 


157-215 


1323 


ig 


Immunoglobulin domain 


0.00077 


17.2 


3 


267-303 


1324 


tsp_l 


Thrombospondin type 1 domain 


2.9e-07 


25.9 


1 


37-81 


1325 


Guanylin 


Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1325 


Apo-CII 


Apolipoprotein C-1I 


9.1e-43 


152.3 


1 


23-99 


1326 


Guanylin 


Guanylin precursor 


0.00035 


9.9 


1 


1-24 


1326 


Apo-CII 


Apolipoprotein C-II 


9.1e-43 


152.3 


1 


23-99 


1328 


SRCR 


Scavenger receptor cysteine-rich 


6.5e-37 


131.9 


I 


14-111 
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domain 










1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.2e-34 


123.9 


2 


1 oo 90S 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


4.7e-37 


132.4 




in A -iQ7 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.5e-35 


1Z/.1 




405-503 


1328 


DUF159 


Uncharacterised ACR, COG2135 


0.092 


3.7 


1 
1 


JOJVO / 


1328 


SRCR 


Scavenger receptor cysteine-rich 
domain 


1.8e-27 


98.6 


5 


638-729 


1329 


ie 


Immunoglobulin domain 


n oi 

U.ol 


C A 


i 
i 


J /-o*t 


1329 


ie 


Immunoglobulin domain 


0.051 


1 A A 
10.4 


9 
Z 




1331 


efhand 


EF hand 


0.025 


12.1 


i 
1 


1 7 /I A 


1331 


efhand 


EFhand 


0.97 


6.2 


z 


5Q 76 


1331 


efhand 


EFhand 


0.041 


11.2 


1 i 


85 1 1 1 


1333 


wnt 


wnt family 


6.9e- 

*\A A 

240 


694, o 


1 
1 


y|A 1£C 


1335 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


e.oe-lo 




1 
1 


8-75 


1336 


SAP 


SAP domain 


1 A7 


7Q 1 

Z7. 1 


1 

i 


11-45 


1336 


zf-MIZ 


MIZ zinc finger 


A 1 a A\ 

4.ie-4i 


17fi 1 


1 


323-375 


1337 


FA desaturase 


Fatty acid desaturase 


I .Ze- /o 


T CA 7 


1 


71-296 


1338 


cystatin J 


Cystatin domain 


U.U/4 


O.J 


1 
1 


25-45 


1340 


actin 


Actin 


C Aa /C7 


991 A 
ZZ1.-+ 


1 

1 


4-362 


1340 


El N 


El Protein, N terminal domain 


A AO 

O.Oo 


O.J 


1 
1 


149-158 


1341 


ion trans 


Ion transport protein 


U.OU/ 


in o 

iu.y 


1 

1 


114-168 


1341 


ion trans 


Ion transport protein 


5e-Oo 


1 9 A 
lo.O 


Z 


21 1-302 


1343 


ig 


Immunoglobulin domain 


o.le-Uo 


95 1 
ZD. A 


1 
1 


124-182 


1343 


ig 


Immunoglobulin domain 


z.ze-uo 


9A 8 
Z0.5 


Z 


224-281 


1343 


i£ 


Immunoglobulin domain 


■7 C~ AO 


19 9 
JZ.Z 


1 


316-372 


1343 


fii3 


Fibronectin type III domain 


Z.oe-lo 


58 1 


1 

1 


394-480 


1343 


fh3 


Fibronectin type III domain 


c c~ 1*7 

o.oe-l / 


0U.3 


Z 


492-578 


1343 


fh3 


Fibronectin type III domain 


0.013 


10.8 


3 


598-654 


1344 


DUF84 


Protein of unknown function DUF84 


a nno 


•c o 


i 
i 


8-22 


1344 


ig 


Immunoglobulin domain 


*>„ AT 

3e-07 


in a 
oU.U 


i 
i 




1344 


ig 


Immunoglobulin domain 


1 0«. A*7 

l.oe-o/ 


1f\ Q 

ju.y 


9 


150-216 


1344 


«? 


Immunoglobulin domain 


1 Do AO 

z.ye-Uo 


OJ.O 


1 


255-310 


1344 


ig 


Immunoglobulin domain 


A C — A*7 

4.6e-07 


on i 

Zy.j 


/I 


350-417 


1344 


is 


Immunoglobulin domain 


1 1 ~* AT 

l.le-07 


it < 


c 




1344 


iK 


Immunoglobulin domain 


o 0~ AC 

8.8e-05 


Z0.2S 


O 


^S3-617 


1344 


MAM 


MAM domain 


6.7e-7 / 


ZOJ.O 


i 
1 


753-918 


1345 


kazal 


Kazal-type serine protease inhibitor 
domain 


7.7e-06 


7C O 


i 
1 


191-1 68 


1345 


ig 


Immunoglobulin domain 


1 O/s (\C 

1 .ze-oo 


07 7 


1 
1 


186-255 


n AC 

1340 


kina nencase 


DMA hplirace 


0.031 


7.9 


1 


82-109 


1346 


ATP-bind 


Conserved hypothetical ATP binding pr 


0.055 


7.3 


1 


87-100 


1348 


ifi 


Immunoglobulin domain 


8.5e-07 


28.3 


1 


61-120 


1348 


ig 


Immunoglobulin domain 


0.00026 


19.0 


2 


155-214 


1348 


ig 


Immunoglobulin domain 


4.7e-08 


33.0 


3 


258-315 


1348 


ig 


Immunoglobulin domain 


2.3e-05 


23.0 


4 


348-404 


1348 


ig 


Immunoglobulin domain 


4.6e-09 


36.8 


5 


440-497 


1348 


ie 


Immunoglobulin domain 


8.8e-07 


28.3 


6 


530-596 


1348 


fh3 


Fibronectin type III domain 


5.2e-20 


71.3 


1 


615-704 


1348 


fn3 


Fibronectin type III domain 


0.0015 


14.1 


2 


717-807 
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1348 


fh3 


Fibronectin type III domain 


8.9e-14 


49.6 


3 


819-907 


1348 


fii3 


Fibronectin type III domain 


0.00019 


17.2 


4 


919- 
1002 


1350 


serpin 


Serpin (serine protease inhibitor) 


5.1e- 
197 


664.7 


1 


45-378 


1350 


serpin 


Serpin (serine protease inhibitor) 


8e-09 


29.6 


2 


379-402 


1352 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


56-317 


1353 


CARD 


Caspase recruitment domain 


2.6e-33 


119.8 


1 


2-91 


1355 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


64-96 


1355 


ank 


Ankyrin repeat 


1.6e-06 


26.4 


3 


97-129 


1355 


ank 


Ankyrin repeat 


3.8e-07 


28.7 


4 


130-162 


1355 


ank 


Ankyrin repeat 


0.00011 


19.9 


5 


163-195 


1355 


ank 


Ankyrin repeat 


0.00012 


19.8 


6 


196-228 


1356 


p kinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


221-479 


1356 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


868-891 


1357 


pkinase 


Protein kinase domain 


2.8e-05 


18.9 


1 


43-72 


1357 


Aldolase 


KDPG and KHG aldolase 


0.038 


7.4 


1 


46M84 


1358 


7tm_l 


7 transmembrane receptor (rhodopsin 
family) 


2.6e-13 


38.4 


1 


1-59 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


0.00037 


12.8 


1 


53-115 


1359 


tRNA-synMe 


tRNA synthetases class I (Q 


0.0002 


14.0 


1 


345-375 


1359 


tRNA-synt_l 


tRNA synthetases class I (I, L, M and 
V) 


2.4e-07 


23.7 


2 


345-383 


1360 


MHC II beta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


42-117 


1363 


ig 


Immunoglobulin domain 


0.86 


5.8 


1 


12-69 


1363 


ig 


Immunoglobulin domain 


0.17 


8.4 


2 


139-200 


1363 


ig 


Immunoglobulin domain 


0.00066 


17.5 


3 


236-294 


1363 


ig 


Immunoglobulin domain 


7.9e-06 


24.7 


4 


344-398 


1364 


fh3 


Fibronectin type III domain 


0.0032 


12.9 


1 


35-125 


1365 


IL1 


Interleukin-1 / 18 


5.4e-31 


110.6 


1 


11-155 


1366 


A2M_N 


Alpha-2-macroglobulin family N- 
terminal regi 


1.5e-92 


317.7 


1 


6-613 


1366 


A2M 


Alpha-2-macroglobulin family 


3.6e- 
211 


711.7 


1 


722- 
1449 


1367 


ABCjtnembrane 


ABC transporter transmembrane region 


1.7e-07 


28.5 


1 


1-70 


1368 


UPAR LY6 


u-PAR/Ly-6 domain 


2.6e-37 


134.1 


1 


27-106 


1967 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1967 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1968 


DUF99 | 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1968 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1969 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1969 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1970 


DUF99 


Protein of unknown function DUF99 


0.06 


5.8 


1 


3-26 


1970 


hormone 


Somatotropin hormone family 


1.6e-55 


156.0 


1 


29-141 


1971 


serpin 


Serpin (serine protease inhibitor) 


5.1e-83 


282.6 


1 


83-449 


1972 


PI-PLC-X 


Phosphatidylinositol-specific 
phospholipase 


3.8e-14 


50.6 


1 


1-33 


1973 


Lipase 3 


Lipase (class 3) 


1.7e-17 


62.0 


1 


399-538 


1976 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.0091 


7.9 


1 


79-109 


1977 


Monooxygenase 


Monooxygenase 


3.8e-12 


44.1 


1 


215-313 


1977 


Monooxygenase 


Monooxygenase 


1.7e-15 


56.1 


2 


358-443 
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1980 


zf-ANl 


ANl-Iike Zinc finger 


0.032 


10.1 


1 


59-98 


1980 


zf-ANl 


ANl-like Zinc finger 


9.2e-06 


22.6 


2 


149-181 


1981 


CRAL TRIO 


CRAL/TRIO domain 


0.037 


7.8 


1 


10-38 


1982 


Rhomboid 


Rhomboid family 


3.9e-32 


116.9 


1 


128-282 


1984 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
do 


4.5e-38 


130.4 


1 


33-191 


1984 


LBP BPI_CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


8.3e-14 


49.9 | 


1 


253-456 


1987 


DUF572 


Family of unknown function (DUF572) 


3.5e-37 


133.7 


1 


1-61 


1987 


DUF572 


Family of unknown function (DUF572) 


5e-23 


84.4 


2 


91-149 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


3.7e-ll 


44.2 


1 i 


1-51 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


6.6e-ll 


43.2 


2 


60-115 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


3.9e-13 


51.6 


3 


116-175 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


0.0069 


13.1 


4 


178-195 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


0.0001 


20.0 


5 


199-230 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


4e-09 


36.5 


6 


239-298 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


1.9e-13 


52.8 


7 


302-355 


1988 


Collagen ! 


Collagen triple helix repeat (20 copi 


7.1e-06 


24.3 


8 


362-395 


1988 


Collagen 


Collagen triple helix repeat (20 copi 


0.0012 


16.0 


9 


396-444 


1988 


C4 


C-terminal tandem repeated domain in 


2e-69 


240.8 


1 


450-557 


1988 


C4 


C-terminal tandem repeated domain in 


1.3e-77 


268.0 


2 


558-672 


1989 


ldl recept b 


Low-density lipoprotein receptor repeat 


7.3e-10 


34.9 


1 


56-97 


1989 


ldl recept_b 


Low-density lipoprotein receptor repeat 


2.7e-07 


26.4 


2 


99-141 


1989 


ldl recept b 


Low-density lipoprotein receptor repeat 


3.2e-07 


26.2 


3 


143-185 


1990 


ldl recept b 


Low-density lipoprotein receptor repeat 


7.3e-10 


34.9 


1 


56-97 


1990 


ldl recept b 


Low-density lipoprotein receptor repeat 


2.7e-07 


26.4 


2 


99-141 


1990 


ldl recept b 


Low-density lipoprotein receptor repeat 


3.2e-07 


26.2 


3 


143-185 


1991 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.00016 


13.3 


1 


76-106 


1992 


cadherin 


Cadherin domain 


2.1e-10 


38.0 


1 


9-105 


1992 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


2 


119-210 


1993 


cadherin 


Cadherin domain 


2.1e-10 


38.0 


1 


9-105 


1993 


cadherin 


Cadherin domain 


1.4e-28 


101.4 


2 


119-210 


1995 


V1R 


Vomeronasal organ pheromone 
receptor family, 


3.8e-08 


27.0 


1 


4-36 


1998 


ig 


Immunoglobulin domain 


2.1e-09 


38.1 


1 


18-76 


1998 


ig 


Immunoglobulin domain 


7.9e-09 


35,9 


2 


121-179 


1998 


ig 


Immunoglobulin domain 


0.00014 


20.0 


3 


216-274 


1998 


ig 


Immunoglobulin domain 


7.1e-09 


36.1 


4 


308-366 


1998 


ig 


Immunoglobulin domain 


1.7e-10 


42.2 


5 


403-461 


1999 


SPRY 


SPRY domain 


1.8e-30 


107.5 


1 


148-277 


1999 


SRP54 


SRP54-type protein, GTPase domain 


0.0091 


11.6 


1 


310-325 


1999 


AAA 


ATPase family associated with various 
cellul 


0.098 


5.8 


1 


313-325 


2000 


ABC tran 


ABC transporter 


2.5e-43 


1 AC O 

140.Z 


i 
l 




2002 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2002 


Acyl-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6.7e-50 


175.9 


1 


415-566 


2003 


C tripleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


76-93 


2003 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


2003 


TIL 


Trypsin Inhibitor like cysteine rich 
domain 


0.0035 


11.0 


1 


134-155 


2003 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


155-189 
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2003 


TIL 


Trypsin Inhibitor like cysteine rich 
domain 


0.26 


5.1 


2 


168-195 


2003 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


195-228 


2003 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


240-275 


2003 


MAM 


MAM domain 


9.2e-38 


135.6 


1 


421-566 


2004 


NHL 


NHL repeat 


l.le-10 


42.4 


1 


8-35 


2004 


NHL 


NHL repeat 


2.5e-09 


37.6 


2 


55-82 


2004 


NHL 


NHL repeat 


7.8e-ll 


43.0 


3 


102-129 


2005 


FCH 


Fes/CIP4 homology domain 


0.026 


10.3 


1 


310-350 


2005 


DAG_PE-bind 


Phorbol esters/diacylglycerol binding 
dom 


2.8e-05 


21.7 


1 


738-776 


2005 


RhoGAP 


RhoGAP domain 


3.9e-68 


231.7 


1 


804-976 


2006 


CN hydrolase 


Carbon-nitrogen hydrolase 


4.5e-07 


26.2 


2 


117-206 


2007 


tsp 1 


Thrombospondin type 1 domain 


0.054 


8.4 


1 


5-23 


2008 


AdaptinN 


Adaptin N terminal region 


7.5e-09 


29.6 


1 


1-51 


2008 


Alpha_adaptinC2 


Adaptin C-terminal domain 


4.4e-38 


126.8 


1 


183-296 


2008 


Alpha_adaptin_C 


Alpha adaptin AP2, C-terminal domain 


1.6e- 
113 


334.2 


1 


302-414 


2009 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2009 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2009 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2009 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2010 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2010 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2010 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2010 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2011 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2011 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2011 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2011 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2012 


ig 


Immunoglobulin domain 


0.0045 


14.4 


1 


42-129 


2012 


ig 


Immunoglobulin domain 


0.19 


8.3 


2 


179-272 


2012 


ig 


Immunoglobulin domain 


9.7e-05 


20.6 


3 


319-408 


2012 


ig 


Immunoglobulin domain 


0.00014 


20.0 


4 


455-546 


2016 


TFA 


Transcription elongation factor A, Sll-r 


3.4e-23 


87.2 


1 


148-283 


2018 


cadherin 


Cadherin domain 


8e-13 


46.4 


1 


1-49 


2018 


cadherin 


Cadherin domain 


4.5e-09 


33.4 


2 


76-120 


2019 


PGMJPMM 


Phosphoglucomutase/phosphomannom 
utase, C-ter 


0.041 


9.3 


1 


347-389 


2020 


MACPF 


MAC/Perforin domain 


0.00017 


15.5 


1 


132-164 


2021 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


54-94 


2022 


KRAB 


KRAB box 


6.9e-24 


88.6 


1 


54-94 


2023 


EMP24 GP25L 


emp24/gp25L/p24 family 


1.9e-15 


55.4 


1 


17-78 


2024 


acid_phosphat 


Histidine acid phosphatase 


7.9e- 
159 


537.8 


1 


35-375 


2026 


KRAB 


KRAB box 


l.le-20 


77.0 


1 


132-172 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.7e-07 


33.4 


1 


485-507 


2026 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.54 


2.9 


1 


500-518 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-05 


27.2 


2 


513-535 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


3.4e-08 


37.4 


3 


543-565 


2026 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.032 


6.3 


2 


558-576 


2026 


zf-C2H2 


Zinc finger, C2H2 type 


5.7e-06 


28.6 


4 


571-593 


2027 


Vpsl6_N 


Vpsl6, N-terminal region 


2.3e- 
107 


366.9 


1 


1-165 ! 
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2027 


Vpsl6_C 


Vpsl6, C-terminal remon 


5e-203 


Oo4.o 


l 


Z04-J o\J 


2028 


LRRNT 


Leucine rich repeat N-terminal domain 


O.OOll 




i 
i 


1 i-*tu 


2029 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


oc c 
Ij.j 


i 
l 


A 


2031 


fh3 


Fibronectin type III domain 


4.9e-08 


29.7 


i 
l 


^ *X1 


2031 


fh3 


Fibronectin type III domain 


9.le-08 


OO O 

28.7 


o 

2 


40-1 JO 


2032 


LRR 


Leucine Rich Repeat 


0.02 1 


1 A O 


1 
1 


o 


2032 


LRR 


Leucine Rich Repeat 


1 ~ AC 

3e-05 


OA A 

2U.4 


o 

2 


?fi_AQ 


2032 


LRR 


Leucine Rich Repeat 


A AAA1 A 

0.00019 




O 
D 


D\J~ ID 


2032 


LRR 


Leucine Rich Repeat 


A 1 C 

O.lo 




A 

*r 


7d 04 


2032 


LRRCT I 


Leucine rich repeat C-terminal domain 


O 0,~ AC 

2.2e-05 


1 *7 a 
1 /.o 


1 
1 


1 1 O.llO 
1 lO"l J* 


2033 


LRR 


Leucine Rich Repeat 


0.021 


10.8 


1 


2-25 


2033 


LRR 


Leucine Rich Repeat 


3e-05 


20.4 


o 

2 


0£ AO 


2033 


LRR 


Leucine Rich Repeat 


0.00019 


17.8 


3 


50-73 


2033 


LRR 


Leucine Rich Repeat 


0.16 


7.8 


4 


O A C\A 

74-^4 


2033 


LRRCT 


Leucine rich repeat C-terminal domain 


2.2e-05 


17.6 ] 


1 


l 1 O 1 "lO 

118-132 


2034 


EGF 


EGF-like domain 


0.76 


5.8 


1 


iif 1 CO 

135-15/ 


2034 


SEA 


SEA domain 


4.9e-06 


22.1 


1 


1 AO 0/C1 

192-201 


2034 


is 


Immunoglobulin domain 


9.8e-07 


28.1 


1 


*> 1 A O HfL 

310-370 


2034 


ig 


Immunoglobulin domain 


0.33 


7.4 


2 


CAA COI 

509-571 


2034 


GPS 


Latrophilin/CL-l-like GPS domain 


2e-l4 


54.5 


1 


AOC 

975- 
1 mi 

1U2/ 


2034 


7tm_2 


7 transmembrane receptor (Secretin 
family) 


2.8e-20 


71.1 


2 


lUoO- 

12V 5 


2035 


TFIIS 


Transcription factor S-II (TFIIS) 


0.019 


10.6 


1 


Ol n 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


3.le-06 


29.7 


o 

2 


Ol A1 
2 1-4 j 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


2.7e-07 


33.9 


3 


AQ 71 


2035 


zf-BED 


BED zinc finger 


0.63 


4.8 


1 


ca oo 


2035 


XPA N 


2/4 46 56.. 1 11 


0.22 


7.0 


3 


7A_ftA 
/4-o0 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


8.8e-08 


35.9 


A 

4 


/ /-yy 


2035 


TFIIS 


Transcription factor S-U (TFIIS) 


0.036 


9.7 


A 

4 


in^ ii^ 


2035 


zf-C2H2 


Zinc finger, C2H2 type 


0.0096 


15.6 


3 


in*, ion 


2038 


zf-C2H2 


Zinc finger, C2H2 type 


0.0099 


15.5 


i 
1 


1 07 77fi 


2039 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2039 


HIT 


HIT domain 


0.013 


8.5 


1 


OA1 OO/C 

2U 1-220 


2039 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2040 


FHA 


FHA domain 


0.024 


11,6 


1 




2040 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2040 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2041 


FHA 


FHA domain 


0.024 


11.6 


1 


45-110 


2041 


HIT 


HIT domain 


0.013 


8.5 


1 


201-226 


2041 


zf-C2H2 


Zinc finger, C2H2 type 


0.026 


13.9 


1 


337-359 


2042 


Cwf_Cwc_15 


Cwfl5/Cwcl5 cell cycle control protei 


8.6e- 
161 


544.3 


1 


2-230 


2043 


SRCR 


Scavenger receptor cysteine-rich 
domain 


6.5e-15 


54.2 


1 


8-113 


2043 


Lysyl_oxidase 


Lysyl oxidase 


1.9e- 
140 


476.7 


1 


117-286 


2045 


WD40 


WD domain, G-beta repeat 


0.5 


6.4 


2 


192-217 


2045 


WD40 


WD domain, G-beta repeat 


5.2e-06 


23.8 


3 


248-274 


2045 


DUF130 


Domain of unknown function DUF130 


0.074 


5.9 


1 


264-278 


2045 


WD40 


WD domain, G-beta repeat 


0.35 


7.0 


4 


397-424 


2048 


CTP_transf_l 


Cytidylyltransferase family 


4.9e- 
124 


422.2 


1 


86-417 


2049 


CBM 20 


Starch binding domain 


0.078 


8.5 


1 


14-33 
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- 


2049 


WD40 


WD domain, G-beta repeat 


3.9e-08 


31.2 


1 


93-131 


2052 


7tm_3 


7 transmembrane receptor 
(mctabotropic gluta 


5.8e-06 


21.5 


1 


112-153 


2052 


KdsT 


2-keto-3-deoxygluconate permease 


0.068 


7.2 


1 


200-226 


2052 


7tm_3 


7 transmembrane receptor 
(metabotropic gluta 


7.8e-05 


17.4 




221-305 


2054 


HesB-like 


HesB-like domain 


2.8e-41 


132.5 


1 


52-154 


2055 


ie 


Immunoglobulin domain 


0.032 


11.2 


\ 


37-59 


2055 


ie 


Immunoglobulin domain 


0.00033 


18.6 




98-157 


2056 


Mpvl7 PMP22 


Mpvl7/PMP22 family 


8e-14 


51.5 




101-163 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


0.013 


12.1 




17-38 


2058 


Collagen 


Collagen triple helix repeat (20 copies) 


2.5e-07 


29.8 




40-79 


2058 


vwa 


von Willebrand factor type A domain 


3.2e-13 


42.1 


i 


108-156 


2059 


Sterol desat 


Sterol desaturase 


8.6e-41 


138.1 




1-139 


2060 


ig 


Immunoglobulin domain 


0.27 


7.7 


i 


8-26 


2060 


is 


Immunoglobulin domain 


5.2e-08 


32.9 




97-158 


2061 


RNA helicase 


RNA helicase 


0.00029 


15.0 


! 


40-63 


2061 


AAA 


ATPase family associated with various 
ce 


0.00038 


13.8 


1 


42-58 


2061 


NACHT 


NACHT domain 


0.0022 


12.0 


I 


44-66 


2061 


ADK 


Adenylate kinase 


2.2e-05 


19.0 


1 


77-124 


2064 


UDPGT 


UDP-glucoronosyl and UDP-glucosyl 
transferas 


9.7e-34 


118.7 


1 


1-63 


2065 


TRAPP_Bet3 


Transport protein particle (TRAPP) 
compone 


9e-70 


242.0 


1 


18-171 


2066 


DUF846 


Eukaryotic protein of unknown 
function (DUF8 


0.013 


7.4 


1 


83-101 


2068 


ig 


Immunoglobulin domain 


0.0042 


14.5 


, 


33-110 


2068 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


1 


170-203 


2068 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


1 


174-193 


2069 


ig 


Immunoglobulin domain 


0.0042 


14.5 


1 


33-110 


2069 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 


1 


170-203 


2069 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 


1 


174-193 


2070 


ig 


Immunoglobulin domain 


0.0042 


14.5 


1 


33-110 


2070 


FliL 


Flagellar basal body-associated protein 
FliL 


0.029 


9.2 




170-203 


2070 


DcuC 


C4-dicarboxylate anaerobic carrier 


0.044 


7.9 




174-193 


2071 


PH 


PH domain 


1.9e-21 


72.0 




75-173 


2072 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


41-123 


2073 


Ifi-6-16 


Interferon-induced 6-16 family 


3.7e-46 


159.7 


1 


41-123 


2074 


Ribosomal L34e 


Ribosomal protein L34e 


3.5e-72 


232.6 




12-110 


2075 


CDC50 


LEM3 (ligand-effect modulator 3) 
family /CD 


0.049 


6.6 


1 


90-117 


2077 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2078 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2079 


EGF 


EGF-like domain 


0.0019 


15.2 




60-95 


2080 


ig 


Immunoglobulin domain 


4.9e-06 


25.4 




109-171 


2081 


Monooxygenase 


Monooxygenase 


0.0069 


10.9 




593-611 


2081 


ras 


Ras family 


7.2e-10 


33.6 




924-967 


2082 


Alpha_adaptin_C 


Alpha adaptin AP2, C-terminal domain 


0.061 


5.2 




97-109 


2082 


MHC I 


Class I Histocompatibility antigen, d 


0.00048 


14.9 


2 


125-210 


2083 


»? 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 
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2083 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


1111 "79 

113-1 // 


2083 


is 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 

<-> An o *7r\ 


2083 


ie 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2083 


DNA_jx>I_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2083 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2083 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-405 


2083 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


rAft CCA 

500-DO4 


2084 


i? 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 


2084 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2084 


ig 


Immunoglobulin domain ' 


0.0018 


15.9 


3 


211-272 


2084 


i$ 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2084 


DNA_polJB_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2084 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2084 


ig 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2084 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2085 


ig i 


Immunoglobulin domain 


4.1e-05 


22.0 


1 


10-78 


2085 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2085 


ig 


Immunoglobulin domain 


0.0018 


15.9 


3 


21 1-272 


2085 


ig 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 


2085 


DNAjx>l_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2085 


OapA 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2085 


ifi 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2085 


ig 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2086 


P53 


P53 


3.5e-09 


33.8 


1 


7-32 


2087 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 


1 


93-168 


2087 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2087 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2087 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2087 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 


2 


172-258 


2087 


MM_CoA_mutas 
e 


Methylmalonyi-CoA mutase 


0.84 


1.9 


1 


264-306 


2088 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


2.3e-ll 


42.3 


1 


93-168 


2088 


DUF260 


Protein of unknown function DUF260 


0.64 


3.5 


1 


94-107 


2088 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.49 


4.4 


1 


95-110 


2088 


BcrAD BadFG 


BadF/BadG/BcrA/BcrD ATPase family 


0.12 


6.2 


1 


134-180 


2088 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.011 


10.5 


2 


172-258 


2088 


MM_CoA_mutas 
e 


Methylmalonyl-CoA mutase 


0.84 


1.9 


1 


264-306 


2089 


DUF717 


Protein of unknown function (DUF717) 


1 


4.0 


1 


68-80 


2089 


MHC I 


Class I Histocompatibility antigen, d 


0.69 


3.7 


1 


185-198 


2090 


Pox D5 


Poxvirus D5 protein-like 


1 


2.2 


1 


21-33 


2090 


phoslip 


Phospholipase A2 


1 At* AO 


17? 4 


1 


26-150 


2090 


RFXJDNAJ>indi 
ng 


RFX DNA-binding domain 


0.84 


2.9 


1 


55-62 


2092 


MR MLE N 


Mandelate racemase / muconate lactoni 


1.6e-05 


17.0 


1 


54-157 


2092 


Peptidase_S26 


Signal peptidase I 


0.38 


3.8 


1 


" 99-129 


2092 


CheR N 


CheR methyltransferase, all-alpha dom 


0.4 


6.7 


1 


103-119 


2092 


MR MLE 


Mandelate racemase / muconate lactoni 


2.5e-08 


29.9 


1 


236-298 


2094 


PP2C 


Protein phosphatase 2C 


1.2e-71 


248.2 


1 


136-412 


2095 


EGF 


EGF-like domain 


0.64 


6.1 


1 


3-29 


2095 


1 EGF 


EGF-like domain 


6.2e-05 


1 20.5 


2 


35-68 
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2095 


EGF 


EGF-like domain 


U.UUU13 

R f^-Al 
o.oe-*t/ 


10 1 

13R 0 


3 


94-131 
83-332 


2096 
2097 


7tm 1 
7tm I 


7 transmembrane receptor (rhodopsin f 
7 transmembrane receptor (rhodopsin f 


o.oe-*f / 






83-332 


2098 


DSL 


Delta serrate ligand 


U.Ul o 


0 1 




22-37 


2098 


EGF 


EGF-like domain 


0.0067 


13.2 




44-71 


2098 


TIL 


Trypsin Inhibitor like cysteine rich 




A 8 




46-66 


2098 


DSL 


Delta serrate lipand 


f\ Aft 
U.45 

A 

U.oO 


A 7 
A 7 




56-71 
36-65 


2099 
2099 


TEP1 N 

Pox_A46 


TEP1 N-terminal domain 
Poxvirus A46 family 


0.55 | 


2.5 




61-75 


2099 


ExoD I 


Exopolysaccharide synthesis, ExoD 


A QO 


7 A 
Z.4 




124-147 


2099 


RhoGAP 


RhnGAP domain 


4e-Zo 


o^ o 




161-255 


2102 


myosin head 


Myosin head (motor domain) 


o.3e-jo 


1 QO A 

ioy.4 




9-183 


2102 


ATP bind2 


P-loop ATPase protein family 


a 1 c 

U.lo 


A o 
4.y 




75-88 


2102 


PRK 


Phosphoribulokinase / Uridine kinase 
fa 


A 1 A 

0.14 


^ 7 




77-88 


2103 


myosin head 


Myosin head (motor domain) 


o.je-jo 


1 QO A 




9-183 


2103 


ATP bind2 


P-loop ATPase protein family 


a t£. 

O.lo 


A O 
4.V 




75-88 


2103 


PRK 


Phosphoribulokinase / Uridine kinase 
fa 


A 1 A 
0.14 


^ 7 
3./ 




77-88 


2105 


kazal 


Kazal-type serine protease inhibitor 


O An. AO 


11 ^ 




73-117 


2105 


thyroglobulin_l 


Thyroglobulin type-1 repeat j 


7.7e-19 


72.8 




255-317 


2108 


BEX 


Rrain expressed X-linked like family 


9.8e-86 


Z0O.4 




70-190 


2108 


ChaC 


ChaC-like protein 


0.2 


A C 

4.3 




117-157 

U^. kJI 


2108 


IlvC 


Acetohydroxy acid isomeroreductase, 
ca 


0.14 


3.y 




133-162 


2109 


LRRCT 


Leucine rich repeat C-terminal domain 


8.5e-09 


Zo. 1 




45-91 


2109 


UPF0118 


Domain of unknown function DUF20 


1 


O A 




219-242 


2112 


Inh 


Protease inhibitor Inh 


0.026 


Q A 




19-44 

ky *rr 


2112 


ank 


Ankyrin repeat 


0.0042 


1/1 7 
14.Z 




76-45 


2113 


DUF370 


Domain of unknown function 
(DUF370) 


1 


1 ^ 
3.3 




24-39 


2113 


ApoL 


Apolipoprotein L 


A _ 1 01 

4e-l9l 


043.1 




46-348 


2113 


HupH C 


HupH hydrogenase expression protein, 


0.99 


2.7 




119-134 


2114 


DUF370 


Domain of unknown function 
(DUF370) 


1 


O.J 




24-39 


2114 


ApoL 


Apolipoprotein L 


4e-191 


645.1 




46-348 


2114 


HupHC 


HupH hvdroeenase expression protein, 


A AA 

0.99 


7 7 

L.I 




119-134 


2115 


MAM 


MAM domain 


1 C« A1 

l.De-43 


1 ^/L fl 




3-102 


2116 


MAM 


MAM domain 


1 A1 

l.!>e-43 


1 SA fl 
134.0 




3-102 


2117 


CBF 


CBF/Mak21 family 


A AAA1 A 

0.00014 


1/1/1 
14.4 




32-65 


2118 


PLA2 B 


Lysophospholipase catalytic domain 


7.oe-iU 


1A/1 7 
1U4.Z 




14-143 


2118 


DUF188 


Uncharacterized BCR, Yail/Y qxD 
family CO 


f\ A 

0.9 


O A 




140-1 SI 

I *tV/- 1 J 1 


2119 


PLA2 B 


Lysophospholipase catalytic domain 


rf *5A 

7.6e-30 


1 A/f T 
IU4.Z 




14-143 


2119 


DUrloo 


\ InrhararterWrA BCR Yail/YoxD 

family CO 


0.9 


2.9 




140-151 


2121 


p450 


Cytochrome P450 


1.6e-05 


16.5 




31-143 


2121 


Phage attach 


Phage Head-Tail Attachment 


0.97 


1.6 




100-111 


2122 


is 


Immunoglobulin domain 


1.5e-12 


49.8 




38-96 


2122 




Immunoglobulin domain 


2.3e-06 


26.7 




134-213 


2122 


CD36 


CD36 family 


0.38 


3.9 




246-271 


2122 


Neur chan mem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


7173 


ig 


Immunoglobulin domain 


1.5e-12 


49.8 


1 


38-96 
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2123 


iS 


Immunoglobulin domain 


9 "X^JCSf. 

z.je-uo 


9£ 7 
ZD. / 


2 


134-213 


2123 


CD36 


CD36 family 


a is 

U.Jo 






246-271 


2123 


Neur chanjnem 
b 


Neurotransmitter-gated ion-channel tra 


0.69 


2.3 




261-270 


2124 




Immunoglobulin domain 


1.5e-12 


49.8 


i 


38-96 


2124 


ie 


Immunoglobulin domain 


z.ie-uo 


ZD. / 




134-213 


2124 


CD36 


CD36 family 


A 15 




1 

-: 


246-271 


2124 


Neur chan_mem 
b 


Neurotransmitter-gated ion-channel tra 


a £Q 






261-270 


2125 


C2 


C2 domain 


n 11 


U.tl 


~T 


33-48 


2125 


C2 


C2 domain 


O.JO-J / 


195 S 




92-180 


2126 


DUF1058 


Protein of unknown function 
(DUF1058) 


A AO 


9 ^ 
Z.J 


-j 

-7 


80-93 


2126 


Pep_M12B_prop 
ep 


Reprolysin family propeptide 


1 Op ftS 


17 5 
1 / . j 




155-208 


2127 


Ifi-6-16 


Interferon-mduced 6-16 family 


i 7ft_4A 

■J. /C""ttJ 


159.7 


1 


41-123 


2127 


GLTT 


GLTT repeat (6 copies) 


0.18 


7.7 


1 


50-78 


2127 


CRCB 


CrcB-like protein 


AIR 
U. 15 


7 1 


-T 


106-124 


2128 


abhydrolase 


4 1 ft ■ \ t 1 _ £* "I J 

alpha/beta hydrolase fold 


A AO 






74-127 


2128 


lipase 


Lipase 


A (LA 


^ 7 
j. / 


"1 


98-126 


2128 


abhydrolase 


alpha/beta hydrolase fold 


A AA51 


1ft S 




167-237 


2128 


DLH 


Dienelactone hydrolase family 


ft 4 




-j 




169-196 


2128 


LLP 


Secretory lipase 


ft 0,19 


o.u 


— 


178-203 


2128 


UPF0227 


Uncharacterised protein family (UPrOz 


A 1Q 

U.jo 




-T 


179-209 


2128 


abhydrolase_2 


Phospholipase/Carboxylesterase 


U.UIj 


1ft 1 




180-203 


2128 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


0.63 


2.5 


1 

T 


209-230 


2129 


abhydrolase 


alpha/beta hydrolase fold 


A AO 


O 9 
y.z 





74-127 


2129 


lipase 


Lipase 


A <A 


^ 7 
j . / 




98-126 


2129 


abhydrolase 


alphafteta hydrolase fold 


a nnfii 
U.UUoo 


1ft 5 

lV.-> 


"5 


167-237 


2129 


DLH 


Dienelactone hydrolase family 


A A 




"1 

-r 


169-196 


2129 


LIP 


Secretory lipase 


A ftl? 


Q 

o.o 


-r 


178-203 


2129 


UPF0227 


Uncharacterised protein family (UPF02 


A 15J 


4 0 




179-209 


2129 


abhydrolase 2 


Phospholipase/Carboxylesterase 


n au 
U.U1D 


1ft 1 

lu. 1 


-j 

-: 


180-203 


2129 


Peptidase M10 
N 


Matrix metalloprotease, N-terminal do 


A fSX 


9 5 
Z.j 




209-230 


2130 


Collagen 


Collagen triple helix repeat (20 copie 




27.0 


-j 


1-38 


2130 


Collagen 


Collagen triple helix repeat (20 copie 




22.3 




39-74 


2130 


SRCR 


Scavenger receptor cysteine-rich domai 




59.1 




90-126 


2131 


Collagen 


Collagen triple helix repeat (20 copie 




27.0 


-j 


1-38 


2131 


Collagen 


Collagen triple helix repeat (20 copie 




22.3 




39-74 


2131 


SRCR 


Scavenger receptor cysteine-rich domai 




59.1 




90-126 


2132 


RICH 


RICH domain 


ft 1 

V.J 


5.4 


l 


290-320 


2132 


DUF260 


Protein of unknown function DUr/ou 


ft ft47 


7.1 


■ j 


425-447 


/I jZ 


1 CI 


DNA replication terminus site-binding 


0.019 


7.5 


i 


427-450 


2132 


Tropomyosin 


Tropomyosin 


0.27 


4.7 




468-506 


2132 


Adeno PIX 


Adenovirus hexon-associated protein ( 


0.044 


8.0 




482-506 


2132 


AgrD 


Staphylococcal AgrD protein 


0.83 


5.2 




501-508 


2132 


K-box 


K-box region 


0.0023 


12.6 




569-602 


2132 


Tfb2 


Transcription factor Tfb2 


0.98 


-1.2 




591-610 


2132 


RRF 


Ribosome recycling factor 


0.5 


5.0 


2 


696-727 


2132 


G-gamma 


GGL domain 


0.33 


5.0 


1 


717-738 


2132 


DUF260 


Protein of unknown function DUF260 


0.39 


4.2 


2 


821-843 


2132 


bZIP 


bZIP transcription factor 


0.52 


5.5 


2 


835-873 
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2132 


Lipoprotein 11 


Lepidopteran low molecular weight (30 


1 


2.9 


i 


850-867 


2132 


DNA_ligase_N 


NAD-dependent DNA ligase 
adenylation 


0.081 


5.7 




oOo-ooo 


2133 


KRAB 


KRAB box 


2.9e-27 


100.7 


— 


/CI 1 A.1 


2133 


Androgen_recep 


Androgen receptor 


0.71 


A O 

0.7 


J 


in sn 

/U-oU 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.73 


C 1 

5.1 


J 


3Z4-33H- 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


3.5e-05 


25.4 




mA 1A(\ 
3Z4-340 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


1.3e-06 


31.2 




352-374 


2133 


zf-BED 


BED zinc finger 


0.33 


5.7 


1 


354-375 


2133 


mRNA__cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 


1 


OOO 1 AO 

377-392 


2133 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


1 


inn icq 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2.9e-07 


33.8 


3 


ion AfVy 

3oU-4UZ 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.89 


4.8 


3 


/i AQ A\9 
4Uo-4io 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


2e-06 


30.4 


4 


4Uo-43U 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


1.6e-05 


26.8 


5 


430-4 JO 


2133 


mRNA_cap_enzy 
me 


mRNA capping enzyme, catalytic 
domain 


0.56 


0.5 


2 


AA.1 A7A 

401-4/0 


2133 


XPA N 


XPA protein N-terminal 


0.78 


5.1 


A 

4 


401-4/J 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


5.4e-07 


10 H 

32.7 


0 


404-HOO 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.29 


6.5 


J 


/t(V> CAO 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


O 1 c 

31.3 


o 
/ 


AQO £.1A 


2133 


XPA N 


XPA protein N-terminal 


0.13 


n o 

7.8 


0 


C17 CTA 

j I /ozy 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.57 


5.5 


0 


coa cin 
jZU-j3u 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


9.2e-07 


31.8 


o 
o 


<IOA_^A9 
jZU-J'frZ 


2133 


XPA N 


XPA protein N-terminal 


0.97 


A O 

4.8 


o 


j4j-j J / 


2133 


TFUS 


Transcription factor S-II (TFIIS) 


0.14 


7.6 


o 


j4o-J JO 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


4.4e-0o 


on 1 

zy.l 


Q 

y 


^A8 *C7fl 
J40-J l\J 


2133 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.38 


3.3 


i 
1 


jOv-joi 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


l.le-06 


31.5 


1 A 


j /o-Dyo 


2133 


TFIIS 


Transcription factor S-II (TFIIS) 


0.054 


A A 

9.0 


o 

o 


0v4-Ol*f 


2133 


zf-C2H2 


Zinc finger, C2H2type 


2.9e-07 


33.8 


1 1 

1 1 


0U4-OZ0 


2133 


zf-BED 


BED zinc finger 


0.64 


A O 

4.8 


3 


ouy-oz / 


2133 


DC1 


1/2 604 619.. 19 44 


0.16 


£L O 

6.2 


o 


OjZ-Of / 


2133 


zf-C2H2 


Zinc finger, C2H2 type 


0.00082 


1 A A 


1 o 
IZ 


OjZ-OJ J 


2137 


aminotran 3 


Aminotransferase class-in 


1 .2e-09 


31.3 


i 


1 1 a 


2137 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


A A 

4.U 


i 


1HU-1 JO 


2137 


aminotran 3 


Aminotransferase class-Ill 


O t ~ CI 

o.le-oi 


one £L 


o 

Z 


161 -*n/;f 


2138 


aminotran 3 


Aminotransferase class-M 


1 .2e-09 


3 1.3 


1 


5.^ 1 1 A 
jj-1 l^f 


2138 


OATP N 


Organic Anion Transporter Polypeptide 


0.81 


A A 

4.0 


i 
1 


1AA 1 
l*tU-l Jo 


2138 


aminotran 3 


Aminotransferase class-Ill 


8.1e-63 


OAO C 

ZUo.o 


o 

Z 


1 81_AftQ 

ioi-*fuy 


2139 


trypsin 


Trypsin 


1 .3e-25 


OA 1 


1 


1 1A 
O-l It 1 


2140 


Glycos transfl 


Glvcosyl transferases group 1 


1.7e-17 


64.4 


1 


99-194 


2141 


MHYT 


Bacterial signalling protein N termina 


0.6 


4.2 


1 


OA1 lOO 

291-328 


2142 


EGF 


EGF-like domain 


O.OC-V/7 


34.4 


1 


1-30 


2142 


EGF 


EGF-like domain 


1.5e-07 


30.0 


2 


41-72 


2142 


EGF 


EGF-like domain 


0.0091 


12.7 


3 


82-107 


2142 


EB 


EB module 


0.077 


7.1 


2 


116-148 


2142 


EGF 


EGF-like domain 


l.3e-07 


30.2 


4 


116-148 


2142 


EGF 


EGF-like domain 


0.022 


11.3 


5 


157-181 


2143 


AdoHcyase 


S-adenosyl-L-homocysteine hydrolase 


0.0022 


9.6 


1 


1-15 


2143 


AdoHcyase NA 
D 


S-adenosyl-L-homocysteine hydrolase, 
NA 


0.0012 


13.8 


1 


16-27 


2144 


UQ_con 


Ubiquitin-conjugating enzyme 


0.0058 


11.9 


1 


31-61 
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Pn<;ition 

J; VjlU VMM 


2144 


UQ con 


Ubiquitm-conjugating enzyme 


D.oe-zD 


Q1 1 

yl. 1 


9 


89-156 


2145 


Prominii) 


Prominin 


2.1e- 
113 


364.0 


1 


25-213 


2145 


SPDY 


Domain of unknown function 
(DUF317) 


0.15 


6.5 


1 


87-100 


2145 


Prominin 


Prominin 


6.7c-30 


94.4 


2 


214-286 


2145 


Prominin 


Prominin 




1.9e- 
i ia 


AAQ f\ 

44o.U 




287-510 


2146 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


o.-»e-j4 


1 8J. ft 


1 


13-231 


2147 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


toe-D4 


1 R4 ft 


"1 




13-231 


2148 


fibrinogen_C 


Fibrinogen beta and gamma chains, C- 
ter 


A So SA 


1 R4 ft 




13-231 


2150 


DUF381 


Domain of unknown function 
(DUF381) 


0.48 


4.4 




29-35 


2151 


aa permeases 


Amino acid permease 




89.2 




6-294 


2151 


Pox 15 


Poxvirus protein 15 


ft 94 


6.0 




85-102 


2151 


serine carbpept 


Serine carboxypeptidase 




2.3 




301-321 


2153 


spectrin 


Spectrin repeat 


ft A 


5.5 




410-463 


2154 


spectrin 


Spectrin repeat 


ft 4 


5.5 


2 ■ 

r-r 


410-463 


2155 


Peptidase M20 


Peptidase family M20/M2D/M4U 


ft ftftft^R 


14.5 




39-120 


2156 


sugar tr 


Sugar (and other) transporter 


ft 1 1 

v.l 1 


5.5 


-j 


47-103 


2156 


Octopine_DH 


NAD/NADP octopine/nopaline 
dehydrogenas 


ft Of* 


4.6 




153-169 


2156 


sugar tr 


Sugar (and other) transporter 


5e-08 


28.1 




201-336 


2159 


bromodomain 


Bromodomain 




158.8 


1 


74-163 


2159 


bromodomain 


Bromodomain 


^p-4ft 


143.5 




367-456 


2159 


AIpha_adaptin_C 


Alpha adaptm ArZ, t^-terminai aomain 


0.48 


2.6 




406-418 


2159 


Phage X 


Phage X family 


ft 07 


3.7 


J 


449-480 


2159 


eIF3c N 


Eukaryotic translation initiation fac 


ft 51 

V.J X ' 


1.2 




484-570 


2159 


Vitellogenin N 


Lipoprotein amino terminal region 


0.61 


1.5 




495-550 


2159 


Herpes U44 


Herpes virus U44 protein 


0.47 


3.1 


1 


526-540 


2161 


is 


Immunoglobulin domain 


6.4e-06 


25.0 




58-118 


2164 


pkinase 


Protein kinase domain 


2.6e-38 


136.6 


J 


7-108 


2164 


TMP 


TMP repeat 


0.37 


8.0 


1 


74-84 


2165 


pkinase 


Protein kinase domain 


2.6e-38 


136.6 


J 


7-108 


2165 


TMP 


TMP repeat 


0.37 


8.0 




74-84 


2166 


glutaredoxin 


Glutaredoxin 


ft 00075 


15.0 


1 


12-65 


2166 


GST N 


Glutathione o-transierase, iN-teniunai 


0.019 


11.1 




13-63 


2166 


GST C 


Glutathione a-transierase, u-ierminai 


ft ooon 


17.6 




189-281 


2166 


UL21 


tt - ~ T TT 11 

Herpesvirus UL21 


ft QR 


0.3 


J ■ 


212-240 


2167 


PadR 


Transcriptional regulator PadR- like t 


0.22 


6.1 




18-31 


2167 


Collagen 


Collagen triple neiix repeat {z\j copi 


2.4e-05 


22.3 




43-76 


2167 


Vwl lOgwl I 


Collagen triple helix repeat (20 copi 


1.5e-07 


30.6 




77-122 


2167 


Clq 


Clq domain 


2.9e-72 


250.2 




132-257 


2167 


TOBE 


TOBE domain 


0.5 


6.3 




223-242 


2169 


Sec6 


Exocyst complex component Sec6 


0.71 


2.3 




166-194 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.0053 


11.4 




278-315 


2169 


Chitin bind 3 


Chitin binding domain 


0.95 


2.1 




308-321 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.00072 


14.3 


2 


329-369 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 


3 


378-451 


2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


4e-19 


65.6 


4 


536-622 


2169 


RinB 


Transcriptional activator RinB 


0.33 


5.4 


1 


595-646 
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2169 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.028 


9.0 


5 


645-680 


2170 


Sec6 


Exocyst complex component Sec6 


0.71 


2.3 


1 


166-194 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.0053 


11.4 


1 


278-315 


2170 


Chitin bind 3 


Chitin binding domain 


0.95 


2.1 


1 


308-321 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.00072 


14.3 


2 


329-369 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


5.7e-19 


65.1 


3 


378-451 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


4e-19 


65.6 


4 


536-622 


2170 


RinB 


Transcriptional activator RinB 


0.33 


5.4 


1 


595-646 


2170 


BRCT 


BRCA1 C Terminus (BRCT) domain 


0.028 


9.0 


5 


645-680 


2172 


LRRCT 


Leucine rich repeat C-terminal domain 


8.5e-09 


28.1 


1 


45-91 


2172 


UPF0118 


Domain of unknown function DUF20 


1 


2.9 


1 


219-242 


2173 


ig 


Immunoglobulin domain 


7.9e-06 


24.7 


1 


39-93 


2173 


Na Ca Ex 


Sodium/calcium exchanger protein 


0.86 


4.3 


1 


133-148 


2173 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.68 


3.6 


1 


196-209 


2174 


TB2 DPI HVA 

22 


TB2/DP1, HVA22 family 


3.8e-34 


123.6 


1 


18-111 


2174 


ELM2 


ELM2 domain 


0.53 


5.2 


1 


114-139 


2175 


Anj>eroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


1 


2-232 


2175 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




24-32 


2175 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


~ 


117-134 


2176 


An_peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 




2-232 


2176 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 


1 


24-32 


2176 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


1 


117-134 


2177 


An__peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


1 


2-232 


2177 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




24-32 


2177 


Peptidase CI 


Papain family cysteine protease 


0.76 


2.1 


i 


117-134 


2178 


DUF846 


Eukaryotic protein of unknown functio 


0.0084 


8.0 


i 


55-84 


2179 


UPF0137 


Uncharacterised protein family (UPF01 


0.04 


7.4 


-j 


341-366 


2179 


PS_pyruv_trans 


Polysaccharide pyruvyl transferase 


0.55 


3.3 




355-411 


2180 


COX17 


Cytochrome C oxidase copper 
chaperone 


0.51 


4.0 


1 


39-60 


2180 


RJIa 


Regulatory subunit of type II PKA R-s 


le-14 


54.8 


i 


67-104 


2180 


SURF6 


Surfeit locus protein 6 


0.027 


7.2 




84-155 


2180 


cNMP binding 


Cyclic nucleoude-binding domain 


7.2e-31 


112.5 


i 


194-282 


2180 


RNA_pol Rpb2_ 
4 


RNA polymerase Rpb2, domain 4 


0.28 


6.2 


1 


226-233 


2180 


cNMP binding 


Cyclic nucleoude-binding domain 


9.4e-32 


115.7 




312-406 


2180 


Methyltransf_l 


6-O-methylguanine DNA 
methyl transfers 


0.64 


4.3 


1 


367-379 


2181 


PDZ 


PDZ domain (Also known as DHR or 
GLGF) 


6.7e-12 


43.7 


1 


5-86 


2182 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 


1 


2-111 


2182 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 


1 


113-624 


2182 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 




221-232 


2182 


PG binding_l 


Putative peptidoglycan binding domain 


0.5 


5.6 




395-411 


2183 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 




2-111 


2183 


lipoxygenase 


Lipoxygenase 


3.9e- 
194 


655.1 




113-624 


2183 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 




221-232 


2183 


PG binding_l 


Putative peptidoglycan binding domain 


0.5 


5.6 




395-411 


2184 


PLAT 


PLAT/LH2 domain 


1.7e-31 


108.4 




2-111 


2184 


lipoxygenase 


Lipoxygenase 


3.9e- 


655.1 




113-624 
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194 








2184 


DUF181 


Uncharacterized ACR, COG1944 


0.81 


2.4 


1 


221-232 


^ i o*t 


PCi hindine 1 


Putative pcptidoglycan binding domain 


0.5 


5.6 


1 


395-411 


2186 


TFUS 


Transcription factor S-II (TFIIS) 


1 


4.6 


1 


11-21 


2186 


DUF536 


Protein of unknown function, DUF536 


0.19 


7.9 


1 


220-257 


2186 


FCH 


Fes/C!P4 homology domain 


0.5 


5.6 


1 


265-284 


2192 


A a trans 


Transmembrane amino acid transporter 
prote 


3.8c-09 


33.4 


1 


4-56 


2193 


EGF 


EGF-like domain 


0.024 


11.2 


1 


42-57 


2193 


EGF 


EGF-like domain 


1.3e-06 


26.6 


2 


60-88 


2193 


EGF 


EGF-like domain 


1.2e-09 


37.5 


3 


95-128 


2193 


Cripto 


Cripto growth factor 


0.86 


3.4 


1 


101-132 


2193 


laminin EGF 


1/3 32 60.. 2 43 


0.025 


9.9 


2 


106-130 


2193 


EGF 


EGF-like domain 


5.5e-07 


27.9 


4 


135-171 


2194 


M 


M protein repeat 


0.8 


7.1 


1 


64-84 


2194 


PP1 inhibitor 


PKC-activated protein phosphatase- 1 i 


0.78 


2.2 


1 


303-319 


2194 


bZIP 


1/2 65 82.. 48 65 1 


0.32 


6.2 


2 


397-415 


2194 


TSC22 


TSC-22/dip/bun family 

• j 


0.045 


7.2 


1 


398-415 


2195 


ank 


Ankyrin repeat 


0.0017 


15.6 


2 


206-231 


2195 


G-patch 


G-patch domain 


2e-l6 


58.7 


1 


319-363 


2195 


Anti-silence 


Anti-silencing protein, ASFl-like 


0.18 


5.1 


1 


365-378 


2196 


endotoxin 


delta endotoxin 


0.85 


2.3 


1 


134-151 


2197 


Peptidase M24 


metallopeptidase family M24 


5.5e-69 


239.3 


1 


103-342 


2197 


DUF120 


Domain of unknown function DUF120 


0.089 


7.1 


1 


184-195 


2199 


PAAD DAPIN 


PAAD/DAPIN/Pyrin domain 


1.3e-ll 


41.6 


1 


18-103 


2199 


DHHA1 


DHHA1 domain 


0.61 


5.4 


1 


67-87 


2199 


UPF0160 


Uncharacterised protein family (UPF01 


1 


2.3 


1 


75-86 


2199 


RNA h el i case 


RNA helicase 


0.03 


7.9 


1 


195-215 


2199 


NACHT 


NACHT domain 


3.8e-74 


252.4 


1 


196-365 


2199 


AAA 


ATPase family associated with various 


0.15 


5.2 


1 


197-215 


2199 


Peptidase S15 


X-Pro dipeptidyl-peptidase (SI 5 famil 


0.64 


2.1 


1 


929-984 


2200 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-22 


78.5 


1 


35-114 


2200 


CDC50 


LEM3 (ligand-effect modulator 3) fami 


1 


2.1 


1 


101-116 


2200 


DUF100 


Protein of unknown function DUF100 


0.2 


4.1 


1 


117-130 


2201 


DIE2 ALG10 


DIE2/ALG10 family 


1.5e-54 


191.4 


1 


62-142 


2201 


DUF718 


Protein of unknown function (DUF718) 


0.64 


4.4 


1 


70-77 


2202 




RNA recognition motif. (a.k.a. RRM, R 


1.3e-09 


36.2 


1 


76-143 


2202 


RbsD FucU 


RbsD / FucU transport protein family 


0.53 


3.4 


1 


138-162 


2202 


HemX 


HemX 


0.37 


3.5 


1 


157-188 


2202 




RNA recognition motif. (a,k.a. RRM, R 


4.6e-13 


48.6 


2 


201-268 


2202 


rrm 


RNA recognition motif, (a.lca. RRM, R 


4.3e-13 


48.7 


3 


354-421 


2202 


■ mn 


RNA recognition motif. (a.k.a. RRM, R 


1.4e-06 


25.5 


4 


471-539 


2203 


C triDleX 


Cysteine rich repeat 


2e-05 


17.8 


1 


76-93 


2203 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


4.0 


1 


85-100 


2203 


laminin EGF 


Laminin EGF-like (Domains III and V) 


0.32 


6.1 


1 


97-110 


2203 


EGF 


EGF-like domain 


8.7e-06 


23.6 


2 


115-143 


2203 


TIL 


Trypsin Inhibitor like cysteine rich 


0.0035 


11.0 


1 


134-155 


2203 


EGF 


EGF-like domain 


7.5e-05 


20.2 


3 


155-189 


2203 


TIL 


Trypsin Inhibitor like cysteine rich 


0.26 


5.1 


2 


168-195 


2203 


toxin 5 


Scorpion short toxin 


0.34 


4.4 


1 


170-175 


2203 


EGF 


EGF-like domain 


4.4e-05 


21.1 


4 


195-228 


2203 


EGF 


EGF-like domain 


9.7e-09 


34.3 


5 


240-275 
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E_yalue 


Score 


Repeats 


JrOSlllon 


2203 


MAM 


MAM domain 


y.ze-io 


135.0 


i 
l 


491-^66 


2204 


C tripleX 


Cysteine rich repeat 


ze-03 


i o c 
I /.o 


i 


76_Q1 
/U"7J 


2204 


Bowman- 
Birk leg 


Bowman-Birk serine protease inhibitor 


1 


A A 
4.U 


i 
i 


85-100 


2204 


laminin EGF 


Laminin EGF-like (Domains III and V) 


a n 
U.3z 


£ 1 
0. 1 


i 


07-1 1 0 


2204 


EGF 


EGF-like domain 


o./e-uo 


Ol £ 
Z3.0 


o 
z 


115-143 


2204 


TIL 


Trypsin Inhibitor like cysteine rich 


U.UU33 


i i.U 


1 
1 


114-155 


2204 


EGF 


EGF-like domain 


O Co A5 

/.3e-U3 


ZU.Z 


-5 
3 


155-189 


2204 


TIL 


Trypsin Inhibitor like cysteine rich 


a o£ 
U.ZO 


5 1 
3.1 


o 

z 


168-195 


2204 


toxin 5 


Scorpion short toxin 


U.34 


A A 
4.4 


i 
1 


170-175 


2204 


EGF 


EGF-like domain 


A Aa. 

4.4e-U3 


01 1 
Zl. 1 


A 
*♦ 


195-228 


2204 


EGF 


EGF-like domain 


y. /e-uy 


1A 1 
34.3 


3 


240-275 


2204 


MAM 


MAM domain 


A Or» IB 

y.ze-3o 


115 £ 
133.0 


1 
1 


471 -S66 


2205 


TH1 


TH1 protein 


a oi 
u.yi 


Ci 7 
U.Z 


1 


315-328 


2205 


Neg_reg 


Negative transcriptional regulator 


i 


O 1 
Z.3 


1 
i 


587-596 

JO/ JjU 


2205 


zf-MYND 


MYND finger 


o_ no 

ze-Uo 


00 O 
Z/. / 


1 
1 




2206 


TH1 


TH1 protein 


a gi 
u.yi 


n o 
u.z 


1 
1 


11V 3 . 78 


2206 


Neg_reg 


Negative transcriptional regulator 


1 


O 1 
Z.j 


1 
1 


5 R7-5 96 

JO fJs\? 


2206 


zf-MYND 


MYND finger 


o« ao 
ze-Uo 


oo o 
z/. / 


1 
1 


654-688 

OJH-UOO 


2207 


TH1 


TH1 protein 


u.yi 


A O 

u.z 


1 
1 


115.198 

J 1 J-JX.O 


2207 


Neg reg 


Negative transcriptional regulator 


1 

1 


O 1 
Z.3 


1 
1 


587-506 


2207 


zf-MYND 


MYND finger 


1#» AO 

ze-Uo 


OO O 

z/. / 


1 
1 


654.688 


2208 


TH1 


TH1 protein 


A A1 

u.yi 


A O 
U.Z 


1 
1 


115_10R 


2208 


Neg reg 


Negative transcriptional regulator 


i 

l 


O 1 
Z.3 


1 
1 


587-506 
JO / -j^u 


2208 


zf-MYND 


MYND ringer 


ze-Uo 


OO O 

Z/. / 


X 


654-688 
oj*t-uoo 


2209 


Urotensin II 


Urotensin IT 


A ItL 

U.3o 


5 A 
3.4 


1 
1 


89-00 


2209 


fn2 


Fibronectin type II domain 


A C< 

U.33 


1 5 

3.3 


1 


R1-Q1 


2210 


RNA helicase 


RNA helicase 


A A1 

U.U3 


O O 


1 
i 


01-1 1 1 

71*111 


2210 


NACHT 


NACHT domain 


•5 ©«. HA 

3.oe-/4 


050 /i 

z3z\4 


1 
1 


Q9-961 
yz-zui 


2210 


AAA 


ATPase family associated with various 


ft If 

U.13 


< o 
3-Z 


1 
1 


91-1 1 1 

7J* 111 


2211 


disintegrin 


Disintegrin 


3.3e-3o 


lOI 1 

IZ3.1 


1 


4-70 


2211 


EGF 


EGF-like domain 


U.UUZ3 


1 A Q 
14.0 


i 
1 


911-7*58 
ZJ i-zjo 


2213 


zf-MYND 


MYND finger 


1 


1 ft 

3.B 


1 
1 


18-45 

JO ^ J 


2213 


ank 


Ankyrin repeat 


4.4e-06 


24.9 


1 


159-187 


2213 


ank 


Ankyrin repeat 


£. (\~ AA 

6.9e-09 


33.U 


o 

Z 


101- 991 

1^1-ZZj 


2213 


ank 


Ankyrin repeat 


0.15 


o.o 


3 


994-956 

ZZ*t-^JO 


2213 


ank 


Ankyrin repeat 


9.7e-10 


38.0 


4 


258-290 


2213 


ank 


Ankyrin repeat 


0.00014 


1 A C 

19.3 


3 


OOI 116 

zy 1-330 


2213 


LolA 


Outer membrane lipoprotein carrier pr 


1 


1 A 

3.U 


1 


117 140 
3 1 /-3*HJ 


2213 


ank 


Ankyrin repeat 


3.8e-08 


32.3 


c 
O 


IIO 16Q 

j j /-joy 


2213 


ank 


Ankyrin repeat 


0.49 


6.8 


"7 
/ 


17A_/tAO 
3 /U-4UZ 


2214 


interferon 


Interferon alpha/beta domain 


3.7e-42 


145.6 


J 


OO 1 1 £ 
Z/-1 10 


2215 


DUF602 


Protein of unknown function, DUF602 


1.3e- 
202 


683.2 


1 


1 5 101 


2215 


tiromo Mr 




0.062 


6.4 


-J 


21-47 


2216 


DUF846 


Eukaryotic protein of unknown 
function 


0.012 


7.5 




120-150 


2218 


acid_phosphat 


Histidine acid phosphatase 


5.5e-13 


45.0 




137-232 


2219 


PH 


PH domain 


1.9e-20 


68.8 




78-238 


2219 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


174.5 




259-379 


2219 


ank 


Ankyrin repeat 


1.9e-09 


36.9 




418-450 


2219 


ank 


Ankyrin repeat 


0.022 


11.6 




451-475 


2219 


SapB 2 


Saposin-like type B, region 2 


0.33 


6.5 




464-475 


2220 


PH 


PH domain 


1.9e-20 


68.8 




78-238 
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2220 


ArfGap 


: 

Putative GTPase activating protein fo 


3.4e-->U 


1 HA C 

1 /4. j 


"1 

— 


9^Q-17Q 


2220 


ank 


Ankyrin repeat 


i a~ aa 


io.v 


J 




2220 


ank 


Ankyrin repeat 


A f\HH 

U.Uzz 


1 1.0 




*tj 1***+ 1 J 


2220 


SapB 2 


Saposin-like type B, region 2 


a n 
U.3J 


< c 


~T 

— 


464-47S 


2221 


PH 


PH domain 


1 a~ oa 

1 .9e-20 


/CO O 


J 


HQ 91R 


2221 


ArfGap 


Putative GTPase activating protein fo 


C An CA 


1 HA C 
1 /4.D 


J 


95Q-170, 


2221 


ank 


Ankyrin repeat 


1 Aft 

1 .ye-uy 


1C A 

jo.y 


4 


41 g AKC\ 


2221 


ank 


Ankyrin repeat 


0.022 


1 i.O 




4C1 -Al's 
4D l-*t / J 


2221 


SapB 2 


Saposin-like type B } region 2 


A 11 


< C 
0.0 


J 


AfA-Al^ 

w 1 ' / J 


2222 


PH 


PH domain 


1 A- Oft 

1 .9e-z0 


<0 C 
Oo.O 


J 


oo oqq 


2222 


ArfGap 


Putative GTPase activating protein fo 


5.4e-50 


1 HA C 


-| 


9 CO 17Q 


2222 


ank 


Ankyrin repeat 


1.9e-09 


1C. A 


-4 


41o**t , .5U 


2222 


ank 


Ankyrin repeat 


0.022 


1 1 /C 




4C1_47<. 


2222 


SapB 2 


Saposin-like type B, region 2 


0.33 


c c 


~T 


4£4_47*, 
404-H- /.} 


2223 


Reprolysin 


Reprolysin (M12B) family zinc metallo 


2.4e-35 


127.6 


i 


3-83 


2223 


Astacin 


Astacin (Peptidase family M12A) 


0.21 


5.0 


_J 


HI 19 


2223 


Phi 1 


Phosphate-induced protein 1 conserved 


0.51 


3.3 


J 


71-oi 


2223 


disintegrin 


Disintegrin 


0.0019 


12.9 


J 


1A1 11< 

1U1-130 


2224 


Uteroglobin 


Uteroglobin family 


6.6e-09 


29.8 


_i 


1 QO 


2225 


Clq 


Clq domain 


6.3e-06 


23.8 


— 


AO 1 1Q 


2226 


Ornatin 


Ornatin 


0.55 


4.8 


1 


QQ in/: 

yy-iuo 


2227 


Ornatin 


Ornatin 


0.55 


4.8 


1 


yy-iuo 


2228 


Gag MA 


Matrix protein (MA), pi 5 


0.11 


6.5 


1 


A/C 1 CO 

yo-lDz 


2229 


SeryljRNAJN 


Seryl-tRNA synthetase N-terminal 
doma 


0.92 


5.7 


1 




HAt OCO 


2229 


pentaxin 


Pentaxin family 


4.3e-24 


Ol 1 


-i 


C9/? 
jOjOZO 


2229 


Avirulence 


Xanthomonas avirulence protein, Avr/P 


0.07 


i a 

3.6 


J 


DUIO 1 j 


2233 


ion trans 


Ion transport protein 


0.001 


1 A A 

14.U 


_J 


09 141 
ZZ- I*f 1 


2233 


Sarcolipin 


Sarcolipin 


0.56 


C 1 

5.3 


-j 


AC lOa 

yD-iz^ 


2234 


ion trans 


Ion transport protein 


0.001 


1 A A 

14.0 


J 


99 14.1 
ZZ- l*f 1 


2234 


Sarcolipin 


Sarcolipin 


A CC 

0.56 


C 1 
D.J 




OC 191 
7> IZj 


2235 


zf-C2H2 


Zinc finger, C2H2 type 


A Ml 

0.033 


1 1 A 

1 J.4 


"5 

Jl 


i nn_i 9*1 


2235 


TFIID-31 


Transcription initiation factor IID, 3 


A OO 


C H 

J.I 


_i 


190-1 If, 


2235 


zf-C2H2 


Zinc finger, C2H2 type 


0.14 


1 A A 


J 


114_1 


2238 


asp 


Eukaryotic aspartyl protease 


l.le-24 


O/.J 


J 


1 ^7 
l-O / 


2239 


Sulfatase 


Sulfatase 


4.5e-05 


1 O 1 


J 


C9 199 


2240 


Zn carbOpept 


Zinc carboxypeptidase 


3.7e-57 


1 C\1 c 


-j 


11 1C£ 
1 J- IDO 


2241 


Zn carbOpept 


Zinc carboxypeptidase 


3.7e-57 


1 €\1 ti 




11 1^/\ 


2242 


NifU N 


NifU-like N terminal domain 


1.7e-80 


277.6 


1 


34-160 


2244 


zf-C2H2 


Zinc finger, C2H2 type 


0.00035 


21.4 


1 


C^_B1 
DO-<Sl 


2244 


zf-C2H2 


Zinc finger, C2H2type 


0.012 


15.2 




aa in 


2244 


zf-C2H2 


Zinc finger, C2H2 type 


0.0039 


17.1 




1 Ol 1 AH 


2245 


pkinase 


Protein kinase domain 


3.2e-90 


309.9 




/1A 1/11 

4y-J41 


2245 


Glyco_hydro_15 


Glycosyl hydrolases family 15 


0.18 


4.4 


1 


501-551 


2248 


Clq 


Clq domain 




86.7 




27-135 


2249 


Allantoicase 


Allantoicase repeat 


0.014 


9.0 




13-23 


2249 


Allantoicase 


Allantoicase repeat 


1.3e-57 


196.4 




46-206 


2250 


DNA ligase A 
C 


ATP dependent DNA ligase C terminal 
r 


0.67 


5.4 




25-48 


2250 


ig 


Immunoglobulin domain 


0.00019 


19.5 




51-165 


2250 


ig 


Immunoglobulin domain 


0.15 


8.7 




196-257 


2250 


ig 


Immunoglobulin domain 


0.0031 


15.0 




289-349 


2250 


SK_channel 


Calcium-activated SK potassium 
channe 


0.035 


7.1 




377-397 
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2251 


PH 


PH domain 


2.4e-24 


81.6 


1 


43-153 


2251 


HS2ST 


Heparan sulfate 2-O-sulfotransferase 


0.27 


4.4 




160-182 


2251 


LMP 


LMP repeated region 


0.0012 


14.2 


1 


180-201 


2251 


DUF603 


Protein of unknown function, DUF603 


0.04 


6.4 


-j 


193-207 


2251 


Pox A type inc 


Viral A-type inclusion protein repeat 


0.32 


7.2 




193-207 


2251 


10 


IQ calmodulin-binding motif 


5e-05 


20.1 


1 


226-246 


2251 


RhoGEF 


RhoGEF domain 


1.2e-69 


236.9 


1 


267-448 


2251 


DUF674 


Protein of unknown function (DUF674) 


0.82 


1.4 


1 


295-305 


2251 


Stigl 


Stigma-specific protein, Stigl 


0.6 


2.3 




396-441 


2251 


PH 


PH domain 


2.3e-13 


45.3 




480-608 


2251 


RasGEFN 


Guanine nucleotide exchange factor fo 


l.le-19 


71.3 




653-708 


2251 


RasGEF 


RasGEF domain 


7.2e-89 


305.4 


1 


1019- 
1204 


2251 


Adeno_terminal 


Adenoviral DNA terminal protein 


1 


1.7 


i 


1195- 
1227 


2252 


DUF630 


Protein of unknown function (DUF630) 


0.7 


4.3 


1 


584-597 


2252 


FGF 


Fibroblast growth factor 


0.37 


4.4 


1 


620-635 


2252 


tRNA-synt 2 


tRNA synthetases class II (D, K and N 


0.74 


3.5 


1 


646-658 


2252 


Omega-atracotox 


Omega-atracotoxin 


0.15 


5.1 


1 


751-758 


2253 


K tetra 


K+ channel tetramerisation domain 


2e-34 


121.3 


1 


26-114 


2253 


BTB 


BTB/POZ domain 


0.0015 


14.2 


1 


74-125 


2254 


PXA 


PXA domain 


0.01 


10.2 


1 


90-110 


2254 


Vps52 


Vps52/Sac2 family 


0 


1089. 
2 


1 


100-609 


2254 


trp syntA 


Tryptophan synthase alpha chain 


0.78 


3.1 


* 


179-216 


2254 


DUF965 


Bacterial protein of unknown function 


0.33 


4.5 




291-304 


2255 


NosL 


NosL 


0.29 


4.9 




104-128 


2255 


NAC 


NAC domain 


0.76 


5.5 


i 


150-172 


2255 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 




176-191 


2256 


NosL 


NosL 


0.29 


4.9 


1 


104-128 


2256 


NAC 


NAC domain 


0/76 


5.5 


1 


150-172 


2256 


DUF240 


MG032/MG096/MG288 family 2 


0.17 


6.7 




176-191 


2258 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 




5-50 


2258 


SoxD 


Sarcosine oxidase, delta subunit fami 


0.97 


4.2 


1 


79-86 


2258 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 


1 


80-103 


2258 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 


1 


95-115 


2258 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


4.4 




119-133 


2258 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 


314-330 


2261 


RmuC 


RmuC family 


0.79 


3.1 


1 


16-46 


2261 


IBN NT 


Importin-beta N-terminal domain 


2.1e-27 


99.5 


1 


34-113 


2261 


Peripla BP like 


Periplasmic binding proteins and suga 


0.21 


4.7 


1 


142-173 


2262 


Lasl 


Lasl-like 


1.6e-94 


320.7 




55-203 


2262 


MuDR 


MuDR family transposase 


0.17 


5.5 


1 


231-263 


2262 


BAR 


BAR domain 


0.21 


5.2 




1/1*7 


2262 


Adeno E1B 19K 


Adenovirus E1B 19K protein / small t- 


0.43 


4.6 




534-558 


2262 


META 


Domain of unknown function (306) 


0.91 


5.3 




632-663 


2263 


ank 


Ankyrin repeat 


0.00019 


19.0 




1-33 


2263 


DMRL synthase 


6,7-dimethyl-8-ribityllumazine synthas 


0.35 


5.0 




33-48 


2263 


hormone 


Somatotropin hormone family 


0.23 


2.6 




85-115 


2265 


»g 


Immunoglobulin domain 


4.1e-05 


22.0 




10-78 


2265 


ig 


Immunoglobulin domain 


3.7e-10 


40.9 


2 


113-172 


2265 


»S 


Immunoglobulin domain 


0.0018 


15.9 


3 


211-272 


2265 


»g 


Immunoglobulin domain 


3.7e-08 


33.4 


4 


309-370 
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2265 


DNA_pol_B_2 


DNA polymerase type B, organellar 
and 


0.018 


7.9 


1 


326-382 


2265 


OapA j 


Opacity-associated protein A 


0.44 


2.4 


1 


335-357 


2265 


iK 


Immunoglobulin domain 


0.0012 


16.6 


5 


404-465 


2265 


iff 


Immunoglobulin domain 


7.7e-07 


28.5 


6 


500-564 


2269 


efhand 


EF hand 


2.8e-08 


33.9 


1 


60-88 


2269 


COX 17 


Cytochrome C oxidase copper 
chaperone 


0.42 


4.2 


1 


85-92 


2269 


efhand 


EF hand 


0.0033 


15.3 


2 


96-124 


2269 


efhand 


EF hand 


8.5e-05 


21.1 


3 


133-161 


2269 


PCRF 


PCRF domain 


0.43 


6.1 


1 


160-176 






Domain of unknown function DUF21 


0.18 J 


6.4 


1 


165-189 


996Q 




EF hand 


5e-09 


36.7 


4 


169-197 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-14 


51.3 


1 


15-61 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fsm 


6.8e-52 


182.6 


2 


95-275 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


1 


369-384 


997A 

ZZ l\J 


Urruuoi 


T Tnrharaeterized ACR YdiU/UPF0061 

fam 


1.2e-05 


19.1 


3 


399-440 


2270 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.9e-49 


174.5 


4 


501-654 


2270 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


2 


748-763 


zz/u 




T Jn characterised ACR. YdiU/UPF0061 


1.2e-05 


19.1 


5 


778-819 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.2e-14 


51.3 


1 


15-61 


2271 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


6.8e-52 


182.6 


2 


95-275 


9971 
ZZ / 1 


T71 Qi/nH iwiti 9 


Flavndoxin-like fold 


0.66 


3.3 


1 


369-384 


9971 


TTPF0061 


Uncharacterized ACR. YdiU/UPF0061 
fam 


1.2e-05 


19.1 


3 


399-440 


221 \ 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


1.9e-49 


174.5 


4 


501-654 


221 \ 


Flavodoxin 2 


Flavodoxin-like fold 


0.66 


3.3 


2 


748-763 


221 \ 


UPF0061 


Uncharacterized ACR, YdiU/UPF0061 
fam 


L2e-05 


19.1 


5 


778-819 


2272 


7tm_l 


7 transmembrane receptor (rhodopsin 
fam 


9.7e-25 


72.7 


1 


1-107 


2273 


LRR 


Leucine Rich Repeat 


0.00057 


16.1 


1 


40-63 


2273 


LRR 


Leucine Rich Repeat 


0.004 


13.3 


3 


88-113 


2273 


LRR 


Leucine Rich Repeat 


0.84 


5.4 


4 


114-131 


2274 


AMP-binding 


AMP-binding enzyme 


6.9e-18 


64.1 


1 


20-135 


2275 


cytochrome c 


Cytochrome c 


0.92 


3.7 


1 


94-110 


2275 


cNMP_binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2275 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


241-285 


2275 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2275 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


2e-09 


35.0 


1 


361-412 


2276 


cytochromes 


Cytochrome c 


0.92 


3.7 


1 


94-110 


2276 


cNMP binding 


Cyclic nucleotide-binding domain 


1.5e-15 


57.4 


1 


126-216 


2276 


RasGEFN 


Guanine nucleotide exchange factor fo 


0.00023 


17.5 


1 


241-285 


2276 


Pseu avirulence 


Avirulence protein 


0.91 


1.9 


1 


272-285 


2276 


PDZ 


PDZ domain (Also known as DHR or 


2e-09 


35.0 


1 


361-412 
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GLGF 










2280 


Ricin BJectin 


QXW lectin repeat 


0.14 


8.2 


J 


ca in 
50-// 


2280 


MCR_beta_N 


Methyl-coenzyme M reductase beta 
subun 


0.98 


2.1 




oo- /o 


2281 


ArsA ATPase 


Anion-transporting ATPase 


0.54 


3.1 


i 


26-52 


2281 


ParA 


ParA family ATPase 


1.4e-25 


89.8 


1 


111-202 


2281 


SCF 


Stem cell factor 


l.le-27 


90.4 


1 


206-259 


2281 


FH2 


Formin Homology 2 Domain 


0.027 


8.8 


1 


111 OHO 

22 1-2 jo 


2282 


cadherin J 


Cadherin domain 


6e-20 


71.3 


1 


3-81 


2282 


cadherin 


Cadherin domain 


5.9e-21 


74.8 




118-191 


2283 


cadherin 


Cadherin domain 


6e-20 


71.3 




3-81 


2283 


cadherin 


Cadherin domain 


5.9e-21 


74.8 


2 


118-191 


2284 


PH 


PH domain 


7.9e-10 


33.6 


-| 


4-92 


2284 


DUF1041 


Domain of Unknown Function 
(DUF1041) 


1.6e-07 


28.1 




206-237 


2285 


Renal dipeptase 


Renal dipeptidase 


9.3e-05 


15.8 




74-102 


2286 


aa permeases 


Amino acid permease 


7e-24 


89.2 


1 


6-294 


2286 


Pox 15 


Poxvirus protein 15 


0.24 


6.0 


1 


85-102 


2286 


serine carbpept 


Serine carboxypeptidase 


0.41 


2.3 




301-321 


2287 


THF DHG CYH 


Tetrahydrofolate dehydrogenase/cycloh 


2.3e-ll 


32.7 


i 


62-123 


2287 


THF DHG CYH 
C 


Tetrahydrofolate dehydrogenase/cycloh 


6.1e-10 


36.6 


1 


125-171 


2287 


FTHFS 


Formate-tetrahydrofolate ligase 


0 


1365. 
1 


1 


302-921 


2288 


acid phosphat 


Histidine acid phosphatase 


0.038 


6.9 


1 


391-407 


2288 


FMN red 


NADPH-dependent FMN reductase 


0.94 


3.3 


1 


438-459 


2288 


acid phosphat 


Histidine acid phosphatase 


0.02 


7.9 




525-594 


2288 


Ribosomal L6 


Ribosomal protein L6 


0.21 


7.2 


1 


774-814 


2290 


PI-PLC-X 


Phosphatidylinositol-specific 
phospholipase 


3.8e-14 


50.6 


1 


1-33 


2292 


ABG_transport 


AbgT putative transporter family 


0.81 


1.2 


i 


21-34 


2292 


7tm 1 


7 transmembrane receptor (rhodopsin f 


1.6e-30 


90.1 


1 


48-297 


2292 


HECT 


HECT-domain (ubiquitin-transferase) 


0.15 


5.5 


1 


281-298 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.00058 


15.9 




13-25 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.0033 


13.4 


2 


36-48 


2293 


tsp_3 


Thrombospondin type 3 repeat 


0.0011 


15.0 


3 


51-66 


2293 


tsp_3 


Thrombospondin type 3 repeat 


0.00057 


15.9 


4 


74-86 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.0015 


14.6 


6 


114-126 


2293 


tsp 3 


Thrombospondin type 3 repeat 


0.03 


10.3 


7 


127-142 


2293 


TSPC 


Thrombospondin C-terminal region 


7.1e- 
176 


594.4 


1 


167-367 


2293 


Mndl 


Mndl family 


0.68 


3.4 




366-374 


7,794 


Vps52 


Vps52/Sac2 family 


0.087 


3.9 


-j 


154-183 


2294 


Comp!exl_17_2k 
D 


NADH:ubiquinone oxidoreductase 17.2 
k 


0.25 


6.1 


1 


562-587 


2294 


mRNA triPase 


mRNA capping enzyme, beta chain 


0.33 


4.0 




934-966 


2294 


DUF424 


Protein of unknown function (DUF424) 


0.79 


4.6 




1002- 
1017 


2295 


sodcu 


Copper/zinc superoxide dismutase 
(SOD 


1 


2.0 




10-23 


7295 


DapB C 


Dihydrodipicolinate reductase, C-term 


0.84 


4.5 




17-31 


2295 


PTR2 


POT family 


1.9e- 
104 


357.1 




82-475 


7796 


FH2 


Formin Homology 2 Domain 


0.0052 


11.5 


1 


98-144 
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\3 An nnfn 

XVcp cUl> 


Pncitirin 

X UMUvU 


2296 


NTP transf 2 


Nucleotidyltransferase domain 


A A/1G 


7 A 


I 


104-170 


2296 


FH2 


Formin Homology 2 Domain 


1 £o f\K 

I .oe-lD 


on o 


2 


158-186 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


A A1 
U.Ul 


15 5 


I 


1-21 


2297 


XPA N 


XPA protein N-terminal 


A O 


5 7 

J. 1 


1 


24-36 


2297 


TFIIS 


1/6 1 9 f. 31 39 


A K 


1 A 

/.*T 


2 


27-37 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


o. /e-uo 


9R 1 

ZO.J 


2 


27-49 


2297 


XPA N 


XPA protein N-terminal 


A Ad 

U.4V 


J.O 


2 


52-64 


2297 


TFIIS 


1/6 1 9[. 31 39 


A 1 Q 

U. lo 


7 9 

/ .At 


3 


55-65 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


A _ A< 

4e-uo 


90 9 


3 


55-77 


2297 


TFIIS 


1/6 1 9 r. 31 39 


A *J1 


5 7 


4 


83-93 


2297 


zf-C2H2 


Zinc finger. C2H2 type 


O Ha. A< 


95 0 


4 


83-105 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


1 O d A*7 


19 1 


5 
j 


111-133 


2297 


XPA N 


4/5 108 120.. 1 13 


A A C 

0.4D 


c. O 
j.y 


j 


116-148 


2297 


eIF5 eIF2B 


Domain found in IF2B/IF5 


f\ AC 

0.93 


1 5 
j.j 


l 
i 


xjy i- 


2297 


TFIIS 


1/6 1 9 r. 31 39 


A A£A 


S 7 
O. / 


O 


139-149 


2297 


Transposase_12 


Transposase 


A A O 


1 A 


1 
X 


139-165 


2297 


zf-C2H2 


Zinc finger, C2H2 type 


£. C~ AT 

o.oe-u/ 


19 A 


o 


119-161 


2298 


Sprouty 


Sprouty protein (Spry) 


1 0« 1 *7 

l.ze-l / 


n 


1 

1 


70-107 


2299 


HAMP 


HAMP domain 


0.21 


7 1 
f.J 


1 

1 


Q-42 
y-*rA* 


2299 


PA 


PA domain 


i.oe-ly 


VjA 


1 

1 


155-255 


2299 


Peptidase M28 


Peptidase family M28 


2e-118 


403.6 


1 


332-585 


2299 


Borrelia lipo 


Borrelia burgdorferi virulent strain 


0.98 


Z.j 


1 
1 


jy \ ~\j\rr 


2299 


TFR dimer 


Transferrin receptor-like dimerisatio 


le-65 


21o.j 


1 
1 


5Q7-71Q 
jy /-/ jy 


2300 


GvpG 


Gas vesicle protein G 


0.088 


6.7 


1 
1 


A% 75 
*tO- / j 


2301 


Sema 


Sema domain 


5.5e-05 


1 /.0 


1 
1 


1/L.1 1 1 


2303 


ZZ 


Zinc finger, ZZ type 


le-12 


48.2 


1 


5-50 


2303 


SoxD 


Sarcosine oxidase, delta summit fami 


0.97 


4.2 


1 




2303 


zf-C2H2 


Zinc finger, C2H2 type 


0.00067 


20.3 


1 

1 


cn_i ai 


2303 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


0.3 


3.6 


1 

1 


05 1 1 5 


2303 


SPDY 


Domain of unknown function 
(DUF317) 


0.6 


A A 

4.4 


1 

1 


110 111 

i 17-iJJ 


2303 


Dil9 


Drought induced 19 protein (Dil9) 


0.00056 


13.0 


1 

1 


114-llfi 

j lt"JJU 


2305 


iff 


Immunoglobulin domain 


1.7e-05 


23.4 


1 


37-114 


2305 


Phage_cap_E 


Phage major capsid protein E 


0.79 


2.8 


1 


17S 117 


2306 


MHC_I 


Class I Histocompatibility antigen, d 


9.2e- 
142 


481.1 


1 


32-210 


2306 


DUF497 


Protein of unknown function (DUF497) 


0.2 


6.7 


1 


50-63 


2306 


ifi 


Immunoglobulin domain 


7.9e-09 


35.9 


1 


in oao 
1-LyL 


2306 


DUF395 


YeeE/YedE family (DUF395) 


0.19 


7.2 


1 


317-342 


2307 


LBP BP1 CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2307 


LBP BP1 CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2308 


LBP_BPI_CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2308 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2309 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


5.8e-05 


18.1 


1 


15-98 


2309 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-terminal 
do 


0.7 


3.5 


2 


113-138 


2310 


LBP BPI CETP 
C 


LBP / BPI / CETP family, C-termmai 
do 


5.8e-05 


18.1 


1 


15-98 


2310 


LBP BPI CETP 


LBP / BPI / CETP family, C-termmal 


0.7 


3.5 


2 


113-138 
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C 


do 










2311 


Secretogranin_V 


Neuroendocrine protein 7B2 precursor 


2.8e- 
136 


462.9 


1 


m 014 


2312 


Cyto hemejyase 


Cytochrome c/cl heme lyase 


0.82 


1.8 


1 


97-120 


2313 


PMP22 Claudin 


PMP-22/EMP/MP20/aaudin family 


6.9e-46 


159.3 


J 


0-185 


2313 


Acvl transf 3 


Acyltransferase family 


0.12 j 


6.3 


1 


tin lis 


2314 


Cna B 


Cna protein B-type domain 


0.17 


5.9 


1 


<0 85 
52-03 


2314 


PDZ 


PDZ domain (Also known as DHR or 
GLGF 


8.1e-12 


43.4 


1 




co nn 
52-13U 


2315 


PID 


Phosphotyrosine interaction domain 
(PT 


3.3e-47 


1 ct\ c 

160.5 


1 


40- 1 / Z 


2317 


pkinase 


Protein kinase domain 


8.3e-74 


255.4 


1 


22-282 


2318 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 


2.3e-42 


1 CA A 

150.9 





58 9ft6 


2318 


Triabin 


Triabin 


0.0018 


12. 1 


-j 




2319 


lactamase^ 


Metallo-beta-lactamase superfamily 


2.3e-06 


24. u 


-] 


96-74 


2320 


annexin 


Annexin 4 


AC 

2.5e-05 


21.2 




1-90 


2320 


annexin 


Annexin 


l.le-29 


10/. O 


2 


96-09 i 


2320 


annexin 


Annexin 


9.7e-28 


1 AA ^ 
100. / 


3 


1O0-1 76 


2320 


annexin 


Annexin 


2.8e-33 


120.4 


A 

4 


1 of 951 


2321 


SNF 


Sodiummeurotransmitter symporter 
fam 


9.5e- 

O^A 

260 


QH1 A 
0/3.U 


1 
1 

— 


3R-417 1 


2321 


ATP-sulfurylase 


ATP-sulfurylase 


A OO 

0.20 


"3 8 
3.5 


— 


42-64 


2321 


DUF900 


Protein of unknown function (DUF900) 


A AO 

0.98 


O 8 
2.0 




951-963 

ZJ l"iUJ 


2323 


Glypican 


Glypican 


2.4e-oU 


2U1.2 


-j 


3 1 u 


2324 


PAP assoc 


PAP/25A associated domain 


1 C n 1 A 

l.oe-14 


51. 0 


-j 


274-333 


2324 


Isochorismatase 


Isochorismatase family 


0.49 


A 1 

4.1 






2326 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


A A 

4.U 




99-33 


2326 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


3.7 


1 


26-56 


2327 


Sec23 trunk 


Sec23/Sec24 trunk domain 


0.47 


A A 

4.0 




99 1^ 


2327 


Hydrolase 


haloacid dehalogenase-like hydrolase 


0.77 


5.1 


"1 


96-56 


2328 


A2M 


Alpha-2-macrogIobulin family 


6.3e-23 


75.5 


1 


4-86 


2329 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


J 


*f-0O 


2330 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


J 


A 86 
4-60 


2331 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


J 


zl 86 


2332 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


-j 


A 86 


2333 


COesterase 


Carboxylesterase 


4.3e-42 


1 >io 0 
142.0 




8 149 


2333 


A2M__N 


Alpha-2-macroglobulin family N- 
termina 


0.83 


2.3 


"1 

— 


19 98 

1 Z-Zo 


2334 


EGF 


EGF-like domain 


A A1 *7 

0.017 


11 T 
11. / 


J 


5-96 


2334 


TIL 


Trypsin Inhibitor like cysteine rich 
doma 


0.85 
■ - 


3.5 


1 


10-96 


2336 


Corona NS4 


Coronavirus non-structural protein NS 


0.47 


3.5 


-j 


20-43 


2336 




Immunoglobulin domain 


0.052 


10.4 




57-119 


2336 


fh3 


riuronecun type 111 uuinaiu 


2.4e-16 


58.5 




145-231 


2339 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2340 


Keratin B2 


Keratin, high sulfur B2 protein 


le-19 


69.2 




21-145 


2341 


Keratin B2 


Keratin, hig}i sulfur B2 protein 


le-19 


69.2 




21-145 


2342 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


2342 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


7343 


abhydrojipase 


ab-hydrolase associated lipase region 


1.9e-32 


117.8 




87-157 


7343 


abhydrolase 


alpha/beta hydrolase fold 


9.5e-19 


67.6 




171-448 


2344 


7tm 3 


7 transmembrane receptor 
(metabotropic 


0.75 


3.2 




26-47 
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2344 


7tm_3 


7 transmembrane receptor 
(metabotropic 


0.00057 


14.4 


2 


cn ill 
0 /- 11 1 


2344 


Condensation 


Condensation domain 


0.36 


4.2 ! 


1 


1 5Q 171 


2344 


7tm_3 


7 transmembrane receptor 
(metabotropic 


1.4e-05 


20.1 


3 


1 9A 971 

1 /U-2 to 


2345 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


1 


9 5 5/1 


2345 


lectin c 


Lectin C-type domain 


1.3e-25 


95.2 


J 


1H1 916 


2346 


GASA 


Gibberellin regulated protein 


0.35 


1.3 


J 


95 *\A 
ZD04 


2346 


lectin c 


Lectin C-type domain 


1.3e-25 


95.2 


— 


1 A1 Olfi 


2347 


7tm 1 


7 transmembrane receptor (rhodopsin f 


2.6e-50 


149.5 


J 


QO 1AQ 


2347 


endotoxinN 


delta endotoxin, N-terminal domain 


0.87 


3.6 


1 


n« 9fi1 


2347 


Pox D2 


Pox virus D2 protein 


0.93 


1.2 


1 


i^a no 


2347 


7tm 1 


7 transmembrane receptor (rhodopsin f 


9.6e-48 


141.7 




41 /-OOO 


2347 


PAZ 


PAZ domain 


0.48 


4.7 


J 


5/1A_569 


2348 


Hanta G2 


Hantavirus glycoprotein G2 


0.098 


4.8 


J 


Q/t 119 
54-112 


2350 


An peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


— 


9 919 
2-ZJZ 


2350 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


27 


1 


9v1 19 


2350 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 


J 


117 1 4 XA 


2351 


An peroxidase 


Animal haem peroxidase 


1.3e-91 


311.6 


— 


9 919 


2351 


7tm 1 


7 transmembrane receptor (rhodopsin f 


0.22 


2.7 




9v1 19 


2351 


Peptidase_Cl 


Papain family cysteine protease 


0.76 


2.1 


i 


117-134 


2352 


Arch fla DE 


Archaeal flagella protein 


0.42 


5.0 


1 


86-99 


2353 


UBX 


UBX domain 


0.36 


6.0 


1 


141-ioy 


2353 


FTCD C 


FcTmiminotransferase-cyclodeaminase 


0.21 


6.0 


1 




2353 


3H 


3H domain 


0.46 


6.2 


.} 


24o-2oU 


2354 


Torsin 


Torsin 


3e-189 


638.8 


h 


17-288 


2354 


2 5 ligase 


2',5' RNA ligase family 


0.13 


7.6 




101-133 


2354 


DUF254 


SAND family protein 


0.22 j 


3.0 


1 


110-129 


2355 


SPX 


SPX domain 


0.84 


1.0 


1 


66-86 


2359 


DUF895 


Eukaryotic protein of unknown 
function 


0.68 


4.1 


1 


183-199 


2360 


RWD 


RWD domain 


9.8e-40 


142.2 


1 


17-131 


2360 


globin 


Globin 


0.048 


8.6 


1 


94-126 


2360 


eRFl 2 


eRFl domain 2 


0.72 


4.1 


1 


120-133 


2360 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


7.5e-10 


27.9 


1 


141-207 


2360 


DNA ligase ZB 
D 


NAD-dependent DNA ligase C4 zinc 
fmge 


0.37 


5.8 


1 


202-213 


2360 


zf-MIZ 


MIZ zinc finger 


0.28 


4.6 




203-213 


2360 


ApoA-II 


Apolipoprotein A-II (ApoA-H) 


0.94 


3.6 


i ■ 


267-278 


2361 


TMSJTDE 


TMS membrane protein/tumour 
differentia 


0.048 


5.2 


1 


33-63 


2361 


sugar tr 


Sugar (and other) transporter 


1.5e-05 


19.2 


1 


65-138 


2362 


ig 


Immunoglobulin domain 


0.00079 


17.2 


1 


42-98 


2363 


ig 


Immunoglobulin domain 


0.00079 


17.2 


-j 


42-98 i 


2364 


IBN NT 


Importin-beta N-terminal domain 


6.3e-16 


58.6 




65-109 


2365 


HIM 


Haemagluttinin motif 


0.18 


7.7 




375-391 


2365 


Fascin 


Fascin protein 


0.29 


0.7 




808-818 


2370 


DUF350 


Domain of Unknown Function 
(DUF350) 


0.86 


5.1 




106-128 


2372 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 




54-78 


2372 


F5_F8_type_C 


F5/8 type C domain 


2.2e-36 


111.6 




84-171 


2373 


Apolipoprotein 


Apolipoprotein A1/A4/E family 


0.95 


3.4 




54-78 


2373 


F5 F8 type C 


F5/8 type C domain 


2.2e-36 


111.6 




84-171 


2374 


Ribosomal S3 C 


Ribosomal protein S3, C-termmal | 0.98 


3.4 




65-71 
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2374 
2374 


Ricin B lectin 
Ricin B lectin 


OXW lectin repeat 
QXW lectin repeat 


0.13 
0.00073 


8.4 
16.5 


1 

2 


175-204 

20O-JVH 


2375 


pkinase 


Protein kinase domain 


1.2e-ll 


41.7 


1 _ 




2377 


PH 1 


PH domain 


0.023 


9.0 




A1 CI 


2377 


BTK 


BTK motif 


1.9e-06 


26.9 


i 


105-141 


2379 


EGF 


EGF-like domain 


0.047 


10.1 


1 


1-17 


2379 


EGF 


EGF-like domain 


3.7e-07 


28.6 




33-68 


2379 


EB 


EB module 


0.73 


4.1 


1 


39-68 


2380 


M tail 


Myosin tail 


0.32 
0.68 


4.7 
2.6 


1 
1 


192-222 
-» 1 1 Tin 

317-330 


2380 
2380 


SurE 
Pox All 


Survivalj)rotein SurE 
Poxvirus All Protein 


0.17 


3.2 


1 


364-382 


2385 


7tm I 


7 transmembrane receptor (rhodopsin f 


8.6e-47 


138.9 


1 


83-332 


2386 


7tm 1 


7 transmembrane receptor (rhodopsin f 


8.6e-47 


138.9 


1 


83-332 


2388 


Calcyon 


Dl dopamine receptor-interacting 
protein 


3.7e-42 


136.9 




1-66 


2389 


IL1 


Interleukin-1 / 18 


2.6e-23 


83.4 


1 


79-loU 


2390 


filament 


Intermediate filament protein 


7.3e-68 


235.6 




2-189 


2390 


K-box 


K-box region 


0.11 


7.0 


1 


11-29 


2390 


bZIP 


bZIP transcription factor 


0.2 


7.0 


-j 


49-86 


2390 


Ribosomal L29 


Ribosomal L29 protein 


0.71 


5.2 




104-130 


2392 


MgpC j 


MgpC protein precursor 


0.99 


2.8 




1-27 


2393 


filament 


Intermediate filament protein 


1.8e-14 


54.6 


1 


9-80 


2394 


Peptidase_M10 


Matrixin 


4.5e-47 


166.6 




11-103 


2394 


Peptidase M10 


Matrixin 


9.2e-17 


64.0 




107-145 


2395 


Peptidase_M10 


Matrixin 


4.5e-47 


166.6 


\ 


11-103 


2395 


Peptidase_M10 


Matrixin 


9.2e-17 


64.0 




107-145 


2396 


SUFU 


Suppressor of fused protein (SUFU) 


0 


1218. 
3 


1 


3-484 


2397 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2398 


MCPsignal 


Methyl-accepting chemotaxis protein ( 


0.21 


4.1 




363-379 


2399 


MCPsignal 


Methyl-accepting chemotaxis protein ( 


0.21 


4.1 


-j 


363-379 


2402 


DUF846 


Eukaryotic protein of unknown functio 


4.3e-05 


15.0 




63-93 


2405 


UK 


Virulence determinant 


0.083 


7.0 


1 


48-72 


2405 


TIP120 


TBP (TATA-binding protein) -lnteracti 


0 


3271. 
6 


1 


59-1252 


2405 


HEAT 


HEAT repeat _ _ 


0.093 


8.3 


2 


282-320 


2405 


HEAT 


HEAT repeat 


0.04 


9.5 


3 


377-398 


2405 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


0.2 


8.0 


2 


716-755 


2406 


lectin c 


Lectin C-type domain 


2.5e-16 


64.4 


1 


168-274 


2412 


PTE 


Phosphotriesterase family 


8.2e- 
207 


697.2 


1 


38-380 


2412 


gntR 


Bacterial regulatory proteins, gntR f 


0.17 


7.0 





141-160 


2414 


filament 


Intermediate filament protein 




J.KJ 




199-228 


2414 


Transposase_8 


Transposase 


0.57 


5.0 




200-220 


2414 


DUF972 


Protein of unknown function (DUF972) 


0.76 


4.2 




201-245 


2414 


Rop 


Rop protein 


0.55 


3.6 




242-249 


2414 


MoaE 


MoaE protein 


0.18 


7.2 




467-480 


2414 


WH2 


WH2 motif 


0.14 


8.9 




468-485 


2419 


Pox int trans 


Poxvirus intermediate transcription fa 


0.092 


5.7 




119-147 


2419 


ABA WDS 


ABA/WDS induced protein 


0.81 


4.5 




185-201 


2419 


DUF738 


Protein of unknown function (DUF738) 


0.89 


3.3 




297-316 


2419 


IpaB EvcA 


IpaB/EvcA family 


0.65 


3.8 




460-485 
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2420 


PS Dcarbxylase 


Phosphatidylserine decarboxylase 


3.9e-60 


209.9 


1 


oa 


2422 


DUF199 


Uncharacterized BCR, COG1481 


0.5 


3.4 


1 


HQ 1 

13o-l34 


2423 


ADP_PFK_GK 


ADP-specific 

Phosphofructokinase/Gluco 


4.1e- 
208 


701.5 


1 


0-4U5 


2423 


Mannitol dh 


Mannitol dehydrogenase 


0.052 


6.8 


1 


1 1 A lOQ 


2424 


ASFVL11L 


African swine fever virus (ASFV) 
L11L 


0.89 


3.1 





O 1Q 


2428 


Ribosomal S25 


S25 ribosomal protein 


A AAAC1 

0.00053 


1 C 1 

13.1 


-J 


17-41 


2429 


ank 


Ankyrin repeat 


A Al 1 
0.011 


1 1 *7 

lz. / 




1-15? 
l-io 


2429 


ank 


Ankyrin repeat 


0.0036 


1 A A 

14.4 


2 


10-51 


2429 


ank 


Ankyrin repeat 


1.5e-ll 


AA C 

44.3 


1 


JZ*04 


2429 


ank 


Ankyrin repeat 


1.2e-08 


34.1 


A 

4 


R5-1 17 


2429 


ank 


Ankyrin repeat 1 


3.3e-08 


11 c 

32.5 


f 
J 


IIO KA 
1 10-1 ju 


2429 


ank 


Ankyrin repeat 


3.4e-ll 


/II 1 

43.2 


O 


1C1 1 CI 
1 J 1-1 OJ 


2429 


ank 


Ankyrin repeat 


1.3e-08 


11 A 

33.9 


n 
I 


1SM..917 


2429 


ank 


Ankyrin repeat 


0.0027 


14.9 


8 


218-250 


2429 


ank 


Ankyrin repeat 


8.5e-08 


31.1 


9 


K1 781 
ZD 1 -Zoo 


2429 


ank 


Ankyrin repeat 


0.013 


12.4 






2429 


ank 


Ankyrin repeat 


8.3e-08 


31.1 


ii 


335-367 


2429 


ank 


Ankyrin repeat 


l.le-09 


37.8 


12 


liTO /tAA 

305-400 


2429 


ank 


Ankyrin repeat 


6.9e-07 


27.8 


13 


401-401 


2429 


endonuclease 7 


Recombination endonuclease VII 


0.034 


9.6 




417-441 


2429 


ank 


Ankyrin repeat 


0.0047 


14.0 


14 


462-485 


2430 


trypsin 


Trypsin j 


1.5e-23 


72.8 


1 


61-237 


2430 


PDZ 


PDZ domain (Also known as DHR or 
GLGF) 


5.1e-08 


30.0 


1 


285-339 


2431 


vwc 


von Willebrand factor type C domain 


5.4e-05 


19.0 


1 


£C 1 AC I 

66-105 


2432 


MethyltransfD12 


D12 class N6 adenine-specific DNA 
met 


1.4e-36 


128.4 


1 


1 A "I CI 

39-163 


2432 


Ribosomal LI 


Ribosomal protein Llp/LlOe family 


0.57 


1.6 


J 


AA 1 1 *7 


2433 


lipocalin 


Lipocalin / cytosolic fatty-acid binding 
pr 


4.7e-ll 


42.2 


1 




lO QA 

IZ-oO 


2434 


tRNA anti 


OB-fold nucleic acid binding domain 


2.7e-15 


C£. A 

56.4 




71 1/15 


2434 


tRNA-synt 2 


tRNA synthetases class II (D, K and N 


2.2e-59 


1A*7 A 


~T 

— 


1 £7-41 ft 
1 OZ-*r 1 \J 


2434 


TransglutaminC 


Transglutaminase family, C-terminal i 


0.79 


4.1 


— 


"V5G 7C£ 

ZZy-ZDO 


2434 


RNA helicase 


RNA helicase 


0.13 


5.7 




7A£_1fi.fi 
ZOO-3U6 


2435 


FAD binding_2 


FAD binding domain 


1.6e-53 


181.4 


i 


22-117 


2436 


RasGEF 


RasGEF domain 


6.8e-18 


69.6 


— 


is, 1 1 k 


2437 


KH 


KH domain 


3.8e-17 


61.6 


J 


78 MA 


2437 


Peripla BP 2 


Periplasmic binding protein 


0.71 


3.5 


J 


1 1 A_1 11 
1 iO-loZ 


2437 


KH 


KH domain 


2.4e-10 


38.1 




1 6T> 1 CO 
1 0Z- 1 0? 


2439 


transket pyr 


Transketolase, pyridine binding domai 


1.6e-51 


176.9 


i 


76-254 


2439 


DUF924 


Bacterial protein of unknown function 


0.88 


2.8 


1 


*7*7 AO 

77-98 


2439 


Indigoidine_A 


Indigoidine synthase A like protein 


0.51 


4.4 


-j 


111 1/1*7 

233-247 


2439 


transketolase C 


Transketolase, C-terminal domain 




1 17 1 




272-398 


2440 


Calsequestrin 


Calsequestrin 


8.5e- 
292 


979.5 




42-427 


7440 


thiored 


Thioredoxin 


0.057 


9.0 




160-189 


2441 


Bacillus PapR 


Bacillus PapR protein 


0.68 


3.6 




62-77 


7441 


arf 


ADP-ribosylation factor family 


0.76 


2.9 




290-312 


2441 


RNA__capsid 


Calicivirus putative RNA 
polymerase/ca 


0.65 


1.9 




346-355 


2442 


ig 


Immunoglobulin domain 


2.7e-09 


37.6 




35-112 


7447 


Relaxase 


Relaxase/Mobiiisation nuclease domain 


0.91 


3.4 




71-90 
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2442 


virus P-coat 


Viral coat protein 


0.7 


4.0 


1 


140-152 


2442 


ig 


Immunoglobulin domain 


9.8e-07 


28.1 


2 


156-230 


2445 


cadherin 


Cadherin domain 


0.045 


8.9 


I 


77-106 


2445 


cadherin 


Cadherin domain 


1.4e-14 


52.6 


2 


150-245 


2445 


cadherin 


Cadherin domain 


4.8e-24 


85.5 


3 


259-350 


2445 


cadherin 


Cadherin domain 


3.6e-14 


51.1 


4 


364-455 


2445 


cadherin 


Cadherin domain 


2.9e-22 


79.4 


5 


469-565 


2445 


Hema_HEFG 


Hemagglutinin domain of 
haemagglutini 


0.25 


4.6 


1 


515-531 


2445 


cadherin 


Cadherin domain 


8.2e-14 


49.9 


6 


594-677 


2447 


ShTK 


ShTK domain 


0.92 


3.9 


1 


74-82 


2448 


zf-C2H2 


Zinc fineer. C2H2 type 


0.00076 


20.0 


2 


50-73 


2448 


zf-C2H2 


Zinc finger, C2H2 type 


0.036 


13.3 


3 


80-106 


2448 


zf-C2H2 


Zinc finger, C2H2 type ^ 


0.00095 


19.6 


5 


198-221 


2450 


Alpha L fucos 


Alpha-L-fucosidase 


0.018 


8.4 


1 


10-34 


2451 


TCTP 


Translationally controlled tumour 
protein 


7.3e-13 


42.0 


1 


20-54 


2452 


Herpes_gG 


Glycoprotein GG/GX 


0.39 


2.9 


1 


29-54 


2452 


Osteopontin 


Osteopontin 


l.le- 
128 


410.7 


1 


42-218 


2452 


Flu Ml 


Influenza Matrix protein (Ml) 


1 


3.0 


1 | 


52-65 


2453 


serpin 


Serpin (serine protease inhibitor) 


0.99 


2.0 


1 


68-92 


2454 


HATPase c 


Histidine kinase-, DNA gyrase B-, and 


3.8e-15 


54.5 


1 


92-240 


2454 


Pox N2L 


Poxvirus N2L protein 


0.18 


5.3 


1 


162-176 


2454 


DNA gyraseB 


DNA gyraseB 


4.1e-57 


199.9 


1 


286-446 


2454 


Fokl N 


Restriction endonuclease Fokl, recogn 


0.12 


6.3 


1 


530-539 


2454 


DNA_topoisoIV 


DNA gyrase/topoisomerase IV, subunit 


7.6e- 
190 


610.8 


1 


729- 
1196 


2454 


DUF188 


Uncharacterized BCR, Yail/Y qxD 
family 


0.025 


8.2 


1 


1171- 
1197 


2456 


pa 


PCI domain 


0.27 


6.1 


1 


66-93 


2457 


Clq 


Clq domain 


6.3e-06 


23.8 


1 


98-138 


2458 


BTB 


BTB/POZ domain 


1.9e-17 


64.4 


1 


62-124 


2459 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2460 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2461 


LBP_BPI_CETP 


LBP / BPI / CETP family, N-terminal 
doma 


3.4e-20 


69.4 


1 


38-103 


2462 


DUF408 


Domain of Unknown Function 
(DUF408) 


le-11 


42.8 


1 


1-43 


2462 


DUF584 


Protein of unknown function, DUF584 


0.67 


2.3 


1 


224-250 


2464 


Securin 


Securin sister-chromatid separation 
inhibito 


1 


2.9 


1 


19-34 


2465 


Nuf2 


Nuf2 family 


j.je- 
104 




i 
i 


6-153 


2465 


Corona NS2A 


Coronavirus NS2A protein 


0.42 


2.3 


1 


133-139 


2465 


Syntaxin 


Syntaxin 


0.31 


6.3 


1 


142-242 


2465 


HR1 


Hrl repeat 


0.099 


7.1 


1 


192-219 


2465 


LEA 


Late embryogenesis abundant protein 


0.79 


5.0 


I 


254-279 


2465 


Mob Pre 


Plasmid recombination enzyme 


0.97 


1.9 


1 


366-376 


2465 


G-gamma 


GGL domain 


0.08 


6.9 


1 


403-424 


2465 


OKRJXMJM 


Orn/Lys/Arg decarboxylase, N- 
terminal 


0.19 


4.3 


1 


426-450 



WO 2004/080148 



PCT/US2003/030720 



576 
TABLE 4B 



SEQ 
ID 


Model 


Description 


E_value 


Score 


Repeats 


Position 


2466 


pkinase 


Protein kinase domain 


0.036 


7.9 


i 


62-123 


2466 


HEAT 


HEAT repeat 


0.13 


7.8 




335-373 


2467 


UreE_C 


UreE urease accessory protein, C-termi 


0.09 


7.9 


i 


119-140 


2467 


Pox A Jypejnc 


Viral A-type inclusion protein repeat 


0.59 


6.3 


1 


194-215 


2470 


DUF563 


Protein of unknown function (DUF563) 


0.86 


2.4 


1 


36-47 


2471 


Fumarate red_D 


Fumarate reductase subunit D 


0.28 


5.3 


1 


79-103 


2473 


zf-C3HC4 


Zinc finger, C3HC4 type (RING finger) 


2.9e-06 


17.8 




59-96 


2473 


IBR 


IBR domain 


0.0064 


10.5 


1 


70-114 


2473 


zf-C3HC4 


Zinc fineer, C3HC4 type (RING finger) 


0.029 


6.4 




124-144 


2474 


Aajrans 


Transmembrane amino acid transporter 
P 


1.4*41 


148.3 


1 


72-276 


2475 


Aajrans 


Transmembrane amino acid transporter 
P 


1.4e-41 


148.3 


1 


72-276 


2477 


LRR 


Leucine Rich Repeat 


0.093 


8.7 


1 


30-51 


2477 


LRR 


Leucine Rich Repeat 


0.57 


6.0 




56-77 1 


2478 


SAB 


SAB domain 


0.65 


5.3 


1 


57-82 


2478 


RPE65 


Retinal pigment epithelial membrane 
prote 


4.3e-27 


91.2 


1 


85-202 


2479 


SAB 


SAB domain 


0.65 


5.3 


1 


57-82 


2479 


RPE65 


Retinal pigment epithelial membrane 
prote 


4.3e-27 


91.2 


1 


85-202 


2480 


Pox_A_type_inc 


Viral A-type inclusion protein repeat 


0.42 


6.8 


1 


•18-40 


2480 


spectrin 


Spectrin repeat 


0.61 


4.8 


1 


18-45 


2481 


CD34 antigen 


CD34 antigen protein 


0.88 


0.3 


1 


6-34 


2481 


DUF999 


Protein of unknown function (DUF999) 


0.28 


5.1 


1 


14-35 


2481 


BCL_N 


BCL7, N-terminal conserver region 


0.39 


6.1 


1 


174-195 


2481 


serpin 


Serpin (serine protease inhibitor) 


3.7e-24 


81.8 


1 


431-546 


2482 


PMP22 Claudin 


PMP-22/EMP/MP20/Claudin family 


3.7e-89 


306.4 


1 


40-218 


2482 


mce 


mce related 1 protein 


0.74 


4.3 


1 


159-179 


2483 


PAP2 


PAP2 superfamily 


4.5e-15 


54.4 


1 


24-159 


2488 


SMC C 


SMC family, C-terminal domain 


1.6e-17 


60.6 


1 


418-475 


2488 


SMC C 


SMC family, C-terminal domain 


l.le-43 


150.2 


2 


477-540 


2488 


Armadillo seg 


Armadwo/beta-catenin-like repeat 


4.6e-14 


53.0 


2 


551-591 


2488 


Armadillo seg 


Armadillo/beta-catenin-like repeat 


1.4e-08 


33.5 


3 


594-634 


2489 


IER 


Immediate early response protein (IER) 


0.063 


3.8 


1 


194-206 


2490 


disintegrin 


Disintegrin 


3.3e-36 


123.1 


1 


4-79 


2490 


EGF 


EGF-like domain 


0.0023 


14.8 


1 


r\ *■> 1 f\ CO 

231-25 8 


2499 


ARPF 


Aromatic-Rich Protein Family 


L4e-10 


36.3 




89-234 


2502 


Pafl 


Pafl 


2.3e-17 


65.0 


1 


1-61 


2502 


ig 


Immunoglobulin domain 


0.015 


12.4 


-j 


68-113 


2502 


ank 


Ankyrin repeat 


0.025 


11.4 




186-204 


2504 


PH 


PH domain 


0.028 


8.7 




61-153 


2504 


DAGKc 


Diacyl glycerol kinase catalytic domain 


0.00051 


15.4 


1 


161-213 


2505 


ig 


Immunoglobulin domain 


0.069 


9.9 


1 


48-120 


2505 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


2506 


ig 


Immunoglobulin domain 


0.069 


9.9 




48-120 


2506 


ig 


Immunoglobulin domain 


6.5e-09 


36.2 




161-219 


2508 


7tmJ 


7 transmembrane receptor (rhodopsin 
famil 


8.2e-29 


85.0 




49-179 


2508 


7tm_l 


7 transmembrane receptor (rhodopsin 
famil 


1.6e-13 


39.1 


2 


210-267 


2517 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2517 


Acyl-CoA dh 


Acyl-CoA dehydrogenase, C-tcrminal 


6.7e-50 


175.9 


1 


415-566 
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doma 










2518 


Acyl-CoA_dh_M 


Acyl-CoA dehydrogenase, middle 
domain 


0.0071 


11.7 


1 


99-136 


2518 


AcyI-CoA_dh 


Acyl-CoA dehydrogenase, C-terminal 
doma 


6Je-50 


175.9 


1 


415-566 


2519 


Cation efflux 


Cation efflux family 


3e-09 


34.4 


1 


33-109! 


2520 


CaMBD 


Calmodulin binding domain 


0.074 


7.8 


1 


451-467 


2520 


10 


IQ calmodulin-binding motif 


1.3e-05 


22.1 


2 


473-493 


2520 


IQ 


IQ calmodulin-binding motif 


1.6e-05 


21.8 


3 


532-552 


2524 


PAP2 


PAP2 superfamily 


7.6e-19 


67.8 


1 


39-151 


2525 


PAP2 


PAP2 superfamily 


7.6e-19 


67.8 


1 


39-151 


2529 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


I 


201-226 


2529 


LRR 


Leucine Rich Repeat 


0.0019 


14.3 


2 


227-246 


2529 


LRR 


Leucine Rich Repeat 


0.13 


8.1 


4 


272-297 


2529 


LRR 


Leucine Rich Repeat 


0.00025 


17.3 


5 


298-317 


2529 


LRR 


Leucine Rich Repeat 


5.2e-05 


19.6 


6 


319-342 


2529 


LRR 


Leucine Rich Repeat 


0.37 


6.6 


7 


343-368 


2530 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2530 


ig 


Immunoglobulin domain 


0.0043 


14.5 


2 


162-220 


2530 


ig 


Immunoglobulin domain 


0.00023 


19.2 


3 


267-321 


2531 


ig 


Immunoglobulin domain 


0.26 


7.8 


1 


55-122 


2531 


ig 


Immunoglobulin domain 


0.0043 


14.5 


2 


162-220 


2531 


ig 


Immunoglobulin domain 


0.00023 


19.2 


3 


267-321 


2532 


tsp 1 


Thrombospondin type 1 domain 


2.9e-07 


25.9 


1 


59-103 


2533 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2533 


Apo-CII 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2534 


Guanylin 


Guanylin precursor 


0.0007 


9.1 


1 


12-35 


2534 


Apo-CII 


Apolipoprotein C-II 


3.4e-57 


200.2 


1 


34-111 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


0.0012 


19.3 


1 


279-301 


2536 


zf-C2H2 


Zinc ringer, C2H2 type 


2.2e-06 


30.3 


2 


307-329 


2536 


zf-C2H2 


Zinc finger, C2H2 type 


0.086 


11.7 


3 


337-355 


2540 


FA desaturase 


Fatty acid desaturase 


5.1e-42 


145.2 


1 


8-159 


2541 


rnaseH 


RNaseH 


7.1e-16 


53.4 


1 


86-184 


2541 


MutSJII 


MutS domain HI 


4.2e-06 


22.9 


1 


253-277 


2541 


MutS_V 


MutS domain V 


6e-164 


543.6 


1 


282-517 


2542 


ig 


Immunoglobulin domain 


7.6e-08 


32.2 


1 


1-57 


2542 


fh3 


Fibronectin type III domain 


2.8e-16 


58.3 


1 


79-165 


2543 


MAM 


MAM domain 


1.5e-43 


154.8 


1 


3-102 


2544 


kazal 


Kazal-type serine protease inhibitor 
domain 


7.7e-06 


25.8 


1 


40-87 


2544 


ig 


Immunoglobulin domain 


4.1e-07 


29.5 


1 


105-174 


2545 


RNA helicase 


RNA helicase 


0.031 


7.9 


1 


85-112 


2545 


ATP-bind 


Conserved hypothetical ATP binding 
prote 


0.055 


7.3 


1 


90-103 


2547 


ig 


Immunoglobulin domain 


0.015 


12.4 


1 


10-28 


2547 


ig 


Immunoglobulin domain 


0.098 


9.4 


2 


72-98 


2549 


serpin 


Serpin (serine protease inhibitor) 


5.4e-18 


60.8 


1 


68-112 


2551 


DREV 


DREV methyltransferase 


7.3e- 
233 


680.7 


1 


57-318 


2553 


ank 


Ankyrin repeat 


1.8e-07 


29.9 


2 


44-76 


2553 


ank 


Ankyrin repeat 


0.026 


11.4 


3 


77-102 


2554 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2555 


pkinase 


Protein kinase domain 


3.5e-64 


223.4 


1 


117-375 


2557 


tRNA-syntJe 


tRNA synthetases class I (C) 


0.0002 


14.0 


1 


99-129 
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2557 


tRNA-synM 


tRNA synthetases class I (I, L, M and 
V) 


2.4e-07 


23.7 


1 


99-137 


2558 


MHC II beta 


Class II histocompatibility antigen, beta 


1.4e-43 


149.3 


1 


41-116 


2562 


fh3 


Fibronectin type III domain 


0.0065 


11.9 


1 


18-105 


2563 


A2M 


Alpha-2-macroglobulin family 


6.3e-23 


75.5 


1 


4-86 
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685 


1-26 


0.982 


0.908 


689 


1-19 


0.975 


A ooo 


691 


1-49 


0.944 




695 


1-24 


0.993 


0.943 


697 


1-26 


0.919 


O.O/U 


698 ~~~ 1 


1-20 


0.988 


0.939 


706 


1-20 


0.989 


A A*70 

0.9 /i 


707 


1-24 


0.973 


a fin 
0.922 


710 


1-33 


0.957 


A TO A 

0.789 


712 


1-57 


0.975 


0.488 


714 


1-42 


0.958 


U.ooU 


715 


1-42 


0.958 


a CQH 
0.05/ 


725 


1-18 


0.978 


0.956 


728 


1-22 


0.980 


U.91 / 


732 


1-27 


0.974 


a nn 

0.932 


733 


1-27 


0.974 


A AOO 

0.932 


734 


1-27 


0.974 


0.932 


738 


1-75 


0.923 


0.462 


742 


1-23 


0.905 


A *7AT 

0.707 


744 


1-33 


0.981 


0.884 


747 


1-20 . 


0.991 


0.954 


748 


1-30 


0.950 


0.785 


753 


1-30 


0.991 


a m c 

0.936 


754 


1-17 


0.978 


A AAC 

0.905 


755 


1-16 


0.967 


0.933 


756 


1-18 


0.970 


A OAT 

0.897 


757 


1-17 


0.948 


r\ O^A 

0.869 


758 


1-17 


0.948 


a o/zn 

0.869 


759 


1-21 


0.916 


0.820 


762 


1-14 


0.972 


0.951 


781 


1-38 


0.917 


A /1 1 O 

0.618 


784 


1-21 


0.984 


A O/CA 

0.869 


796 


1-19 


0.982 


rv Acrv 

0.959 


797 


1-19 


0.982 


A ACA 

0.959 


798 


1-19 


0.982 


A ACA 

0.959 


800 


1-65 


0.857 


a a on 
0.48/ 


801 


1-45 


0.903 


A C^C 

0.565 


803 


1-36 


0.985 


0.834 


804 


1-21 


0.993 


A O CC 

0.855 


806 


1-20 


0.937 


0.779 


807 


1 o a 

1-20 


\j.yo / 


0.779 


808 


1-20 


0.937 


0.779 


809 


1-32 


0.972 


0.885 


811 


1-25 


0.991 


0.948 


814 


1-28 


0.948 


0.827 


815 


1-33 


0.947 


0.744 


816 


1-23 


0.986 


0.908 


817 


1-23 


0.986 


0.908 


819 


1-21 


0.959 


0.755 


825 


1-35 


0.974 


0.637 
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826 


1-42 


0.981 


a ono 
u.yuy 


834 


1-21 i 


0.978 


A 7^1 


835 


1-44 


0.985 


a r^i 
U.oj 1 


836 


1-44 


0.985 


a 814 


838 


1-31 


0.986 


A 

U.7JJ 


844 


1-18 


0.951 


A 5270 
t/.o fy 


845 


1-18 


0.951 


A Q7Q 


848 


1-20 


0.992 


A 1QA 

v. /y4 


852 


1-24 


0.976 


A OA1 

u.yui 


853 


1-24 


0.976 


A QA1 


855 


1-25 


0.933 


a 7<;i 


858 


1-24 


0.915 j 


U.JO/ 


867 


1-17 


0.968 


A Q£1 


868 


1-17 


0.968 


A QA1 


869 


1-34 


0.987 


A TQ1 


870 


1-16 


0.901 


U.OoO 


872 


1-14 


0.964 


A 031 


877 


1-21 


0.988 




878 


1-22 


0.915 


A C17 


879 


1-25 


0.922 


a na^. 
U./o-> 


880 


1-25 


0.922 




882 


1-20 


0.917 


n QiA 


888 


1-24 


0.985 


a c\A c 


889 


1-17 


0.989 




890 j 


1-23 


0.995 


A QIC 


891 _J 


1-24 


0.971 


A OOO 
U.OOZ 


893 


1-16 


0.891 


A T7A 
0. / /O 


894 


1-20 


0.972 


A C<Q 


900 


1-22 


0.931 


U.OOZ 


901 


1-24 


0.993 


a An 


907 


1-22 


0.974 


A Q^A 


908 


1-23 


0.993 


A OCA 


909 


1-15 


0.994 


A £L1 1 
O.Ol / 


910 


1-23 


0.993 


A O^A 


919 


1-15 


0.947 


A TOT 


924 


1-19 


0.964 


A AT7 

u.yz/ 


925 


1-19 


0.964 


A AO'7 


927 


1-26 


0.962 


A TOl 


930 


1-43 


0.987 




932 


1-31 


0.992 


A QA1 


934 


1 


0 984 


0.884 


936 


1-48 


0.967 


0.624 


939 


1-30 


0.973 


0.851 


941 


1-18 


0.978 


0.957 


942 


1-21 


0.978 


0.937 


948 


1-21 


0.965 


0.760 


951 


1-29 


0.989 


0.946 


954 


1-31 


0.945 


0.587 


956 


1-22 


0.836 


0.491 


958 


1-28 


0.984 


0.903 
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960 


1-24 


0.987 


0.924 


961 


1-24 


0.987 


0.924 


962 


1-24 


0.987 


0.924 


965 


1-21 


0.993 


0.934 


966 


1-43 


0.974 


0.653 


967 


1-32 


0.953 


0.778 , 


968 


1-40 


0.972 


0.632 


970 


1-24 


0.981 


0.938 


971 


1-24 


0.981 


0.776 


973 


1-28 


0.923 


0.694 


978 


1-37 


0.968 


0.746 


979 


1-37 


0.968 


0.746 


980 


1-23 


0.984 


0.943 


981 


1-18 


0.961 


0.869 


982 


1-24 


0.971 


0.865 


983 


1-21 


0.988 


0.937 


984 


1-20 


0.938 


0.716 


985 


1-20 


0.938 


0.716 


986 


1-25 


0.913 


0.560 


988 


1-16 


0.969 


0.949 


993 


1-39 


0.972 


0.817 


994 


1-21 


0.970 


0.808 


996 


1-22 


0.977 


0.837 


1006 


1-35 


0.967 


0.668 


1010 


1-24 


0.980 


0.902 


1013 


1-24 


0.987 


0.903 


1014 


1-24 


0.987 


0.903 


1017 


1-23 


0.932 


0.654 


1019 


1-20 


0.984 


0.868 


1023 


1-25 


0.948 


0.735 


1024 


1-23 


0.968 


0.924 


1027 


1-25 


0.956 


0.848 


1028 


1-16 


0.993 


0.980 


1029 


1-16 


0.993 


0.980 


1031 


1-33 


0.985 


0.813 


1039 


1-46 


0.982 


0.666 


1041 


1-41 


0.988 


0.886 


1046 


1-24 


0.991 


0.940 


1048 


1-19 


0.991 


0.934 


1052 


1-21 


0.991 


0.903 


1053 


1-25 


0.971 


0.897 


1054 


1-24 


0.975 


0.932 


1055 


1-18 


0.986 


0.965 


1057 


1-18 


0.978 


0.887 


1058 


1-18 


0.978 


0.887 


1060 


1-26 


0.987 


0.917 


1062 


1-34 


0.991 


0.901 


1066 


1-31 


0.992 


0.741 


1068 


1-22 


0.962 


0.919 


1072 


1-22 


0.986 


0.943 
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A.ver4ftv &iui c 


1073 


1-23 


A IV7 A 

0.974 


ft 7Q0 


1075 


1-33 


a no/; 


0 RR6 


1076 i 


1-23 




0 606 


1077 


1-23 




ft nOfi 


1078 


1-17 


a mo 


ft 0ft5 


1079 


1-30 




0 717 
o. / i / 


1080 i 


1-17 


A A70 


V/.7V/J 


1081 


1-17 


A 0"7Q 


n oft5 


1082 


1-17 


U.y/o 


0 0ft5 ! 


1083 j 


1-26 


a ok 


ft RftO 

U.OU7 


1084 


1-23 j 


a nni 
0.993 


n 007 


1085 


1-18 


A A£H 


u.trtJ 


1092 


1-19 


a m*7 

0.937 


ft 711 


1096 


1-39 


A AAC 

0.995 


ft 504 


1097 


1-39 1 


A Q(K 


0 504 


1100 


1-20 


A t\CA 

0.964 


ft 0ft9 


1101 


1-23 


0.993 


ft 05ft 


1102 


1-23 


a aai 

0.993 


n 05ft 

U.7JU 


1105 


1-21 


A AO"7 

0.987 


ft 063 


1106 


1-19 


A (\AH 

0.947 J 


0 700 
\jt / U7 


1111 


1-13 


A A1 1 

0.911 


ft 718 
yj. i io 


1117 


1-20 


0.930 


ft 7ftfi 


1118 


1-16 


A C\CA 

0.964 


ft 70ft 


1121 


1-24 


A A/TO 

0.968 


ft R95 


1123 


1-20 


0.991 


ft RR1 


1128 


1-22 


0.969 


ft R7t 


1129 


1-25 


0.985 


ft RfA 


1130 


1-25 


0.985 


ft RM 


1131 


1-20 


A ACO 

0.958 


ft RQ3 


1132 


1-21 


0.942 


ft 717 


1134 


1-24 


0.976 


ft 095 


1136 


1-14 


A AT^ 

0.972 


ft 051 


1137 


1-19 


A C\C€\ 

0.960 


ft 0ft1 


1139 


1-33 


A AAC 

0.995 


ft R35 


1140 


1-30 


0.993 


ft R51 


1141 


1-30 


0.993 


ft R53 


1143 


1-35 


A AT A 

0.9/4 


ft «\1 


1144 


1-42 


A QO 1 


ft 009 

U.7V7 


1145 


1-21 


A A1C 

o.y /5 


ft R74 


1150 


1-21 


A A 1 A 

0.914 


ft 790 


1 1 59 


1-17 


0.990 


0.973 


1153 


1-17 


0.990 


0.973 


1155 


1-23 


0.965 


0.907 


1161 


1-39 


0.954 


0.705 


1162 


1-45 


0.929 


0.575 


1165 


1-19 


0.939 


0.857 


1167 


1-25 


0.951 


0.619 


1170 


1-37 


0.978 


0.830 


1172 


1-16 


0.957 


0.870 


1173 


1-16 


0.957 


0.870 
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TABLES 



SEQID 


Position 


Maximum score 


Average score 


1174 


1-21 


0.914 


a niQ 
0. ILy 


1178 


1-25 


0.980 




1179 


1-17 


0.915 




1181 


1-22 


0.950 


A *71 O 

O. fly 


1186 


1-18 


0.985 


u.yzo 


1192 


1-18 


0.960 


A QA/3 I 


1196 J 


1-48 1 


0.905 


v.jyy 


1199 


1-20 


0.988 


A QKS. 


1200 


1-16 


0.907 


O.Ooj 


1205 


1-25 


0.974 


A 751 

O./ol 


1207 


1-28 


0.965 


A Q/f> 

0.04Z 


1208 


1-23 


0.965 




1210 


1-21 


0.988 


A Q1 1 

0.911 


1213 


1-31 


0.940 


o.oyo 


1214 


1-17 


0.983 


A A<£ 


1218 


1-23 


0.996 


A A/CO 

O.yoy 


1219 


1-15 


0.967 


A OAO 

o.yoy 


1221 


1-16 


0.978 ! 


A OIB 

v.yDo 


1222 


1-32 


0.939 


A <A< 
0.040 


1223 _J 


1-23 


0.982 


A QA^ 


1226 


1-31 


0.991 


A OO^ 


1228 


1-32 


0.953 


0. / /o 


1231 


1-23 


0.965 


A OAT 
0.90/ 


1232 


1-23 


0.965 


o.yo/ 


1233 


1-23 


0.965 


0.90/ 


1235 


1-21 


0.873 




1240 


1-20 


0.987 


A AytA 


1241 


1-22 


0.994 


A QOA 

O.o90 


1244 


1-27 


0.998 


A O^O 

0.952 


1245 


1-27 


0.998 


A O^O 

0.9-)/ 


1247 


1-23 


0.980 


A AO 1 

0.931 


1253 


1-17 


0.945 


0.731 i 


1258 


1-20 


0.984 




1259 


1-32 


0.956 


A TCT 

O./D / 


1261 


1-20 


0.967 


A 7C1 

O./ol 


1262 


1-18 


0.961 


A 8Q£ 
O.ooO 


1265 


1-23 


0.991 




1266 


1-23 


0.991 


AQ1C 


1267 


1-19 


0.973 


A TCQ 

0. /oo 


1268 


1-34 


0.988 


A QCO 
O.OOO 


1269 


1 91 


0.922 


0.610 


1271 


1-23 


0.910 


0.653 


1272 


1-18 


0.997 


0.757 


1275 


1-29 


0.989 


0.943 


1278 


1-34 


0.994 


0.867 


1279 


1-15 


0.983 


0.957 


1280 


1-15 


0.969 


0.641 


1281 


1-36 


0.916 


0.620 


1282 


1-36 


0.916 


0.620 


1283 


1-36 


0.896 


0.584 
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TABLE 5 



SEQID 


Position 


Maximum score 


Average score 


1287 


1-18 


0.836 


a 471 


1288 


1-31 


0.952 


a 767 
u. /o/ 


1290 


1-22 


0.962 


a 004 


1292 


1-33 


0.904 


a 64 1 


1293 


1-33 


0.904 


A 641 


1295 


1-27 


0.962 


0 RR9 
u.ooz. 


1297 


1-30 


0.990 


A 064 


1298 


1-30 


0.995 


ft 064 


1300 


1-25 


0.998 


ft 061 


1302 


1-16 


0.921 


ft 790 


1303 


1-24 


0.991 


ft 01*^ 


1310 


1-52 


0.987 




1311 


1-19 


0.903 


ft *,Q9 


1314 


1-16 1 


0.887 


ft 7^ 

U./jJ „_j 


1315 


1-27 


0.911 


a 689 


1316 


1-27 


0.911 


A 6R9 


1317 


1-25 


0.987 


A 094 


1319 


1-20 


0.973 


ft 7^0 


1320 


1-20 


0.968 




1322 


1-16 


0.969 


A RQ4 


1323 


1-16 


0.969 


ft RQ4 


1324 


1-28 


0.957 


A R74 
U.o /f 


1325 


1-17 


0.972 


A 046 


1326 


1-17 


0.972 


A 046 


1327 


1-18 


0.905 


A 50^ 

u. jso 


1328 


1-16 


r\ one 

0.895 


ft 561 


1329 


1-17 


0.978 


A R06 


1330 


1-20 


0.988 


A 06^ 


1333 


1-24 


0.985 


ft 065 


1335 


1-22 


0.966 


A 767 

U. / O / 


1343 


1-32 


0.954 


A 675 


1344 


1-18 


0.951 


ft R70 


1345 


1-30 


0.978 


A OA1 

u.yui 


1347 


1-20 


0.961 


A BRA 
U.OoU 


1348 


1-18 


0.978 


A 04A 


1350 


1-23 


0.989 


A &6R 
U.ooo 




1 9^ 


0.993 


0.883 


1354 


1-25 


0.924 


0.567 


1358 


1-18 


0.993 


0.909 1 


1359 


1-15 


0.855 


0.706 


1360 


1-31 


0.985 


0.908 


1361 


1-17 


0.995 


0.950 


1362 


1-17 


0.995 


0.950 


1364 


1-29 


0.962 


0.860 


1366 


1-17 


0.978 


0.905 


1368 


1-26 


0.958 


0.843 
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585 
TABLE 6 



SEQ ID 


GENOMIC LOCATION 


1 


17 


2 


17 


3 


17 


4 


17 


5 


17 


6 


2 


7 


7 


8 


16 


9 


15 


10 


20pll.2-11.22. 


11 


4 


12 


12 


13 


13 


14 


14q24 


15 


18 


16 


4 


17 


12q 


18 


7 


19 


22ql2.2 


20 


17 


21 


1 


22 


20 


23 


1 


24 


6 


25 


15 


26 


13q34 


27 


2q21.2 


28 


2q21.2 


29 


12 


30 


4 


31 


4 


32 


19 


33 


19-specific 


34 


3 


35 


2 


36 


1 


37 


11 


38 


17 


39 


10 


41 


Xp22 


42 


8 


43 


19 


44 


6 


45 


3 


46 


19ql3.3 


47 


1 I 


48 


1 


49 


1 


50 


1 


51 


X 


52 


22q 13.33 


53 


19 


54 


19 


55 


6 


56 


3 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


57 


4 


58 j 


13 


59 j 


11 


60 


1 


61 


19 


62 


13 


63 


12 


64 


6 


65 


1 


66 1 


4 


67 


7 


68 


20 


69 


11 


70 


12pl3 


71 


lp32.1-33 


72 


3 


73 


14 


74 j 


14 


75 


6pl 1.2-12.3 


76 J 


Hq 


77 


15 


78 


19 


79 


2 I 


80 


9 


81 


9 


82 


9 


83 


11 


84 


2pl3 ! 


85 j 


11 


86 


lp36.2-36.33 


87 


1 


88 


17 


89 


20pl3 


90 


7q22-q31.1 


91 


4 


92 


7 


93 


17q25 


94 


llql3.3 


95 


8q22-q23 


96 


11 


98 


8 


99 


7 


100 


4 


101 


2 


102 


6ql6.3-22.1 


103 


4 


104 


5 


105 


5 


106 


Xpll.3 


107 


12pter-pl3.31 


108 


4 


109 


19 


110 


10cen-q26.11 


111 


19pl3 


112 


17 
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TABLE 6 



SEO DO 


GENOMIC LOCATION 


113 


17 


114 


17 


115 


6 


116 1 


14 


117 


14 


118 


10 


119 


3 


120 


1 


121 


10 


122 


14 


123 


14 


124 


4 


125 


15q21.3 


126 


15 


127 


6 


131 


17 


132 


HQ 


133 


llq 


135 


lp36.12 


136 


16 1 


137 


18 


138 


3 


139 


2 


140 


llql3 


141 


7q33-q35 


142 


7q33-q35 


143 


4 


144 


6q25.3-27 


145 


8 


146, 


8 


147 


17 


148 


17 


149 


11 


150 


22 


151 


17 


152 


17 


153 


Xq22 


154 


5 


155 


14 


156 


13ql2.1M2.3 


157 


9 


158 


22ql2 


159 


22ql2 


160 


10 


161 


10 


163 


15ql5 


164 


15ql5 


165 


17 


166 


4 


167 


4pl6 


168 


4pl6 


169 


4pl6 


170 


11 


171 


5 


172 


14 
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TABLE 6 



SEO ID 


GENOMIC LOCATION 


173 


15 


174 


15 




175 


8p21.3-qll.l 




176 


8p21.3-qll.l . 


177 


3p21-pl2 


178 


19 


179 


16 


180 


22ql2 


181 


X 




182 


6 




183 


5pl3 


184 


5pl3 


186 


12q 


187 


10 


188 


3 


189 


2 


190 


22 


191 


7 


192 


19 


193 


14 




194 


llq22 


195 


llq22 


196 


llq22 


197 


15 


198 


4 


199 


4q28-q32 


200 


6p21.1-22.2. 


201 


12 


202 


2p24 


203 


2p24 


204 


1 


205 


14 


206 


18 


207 


20 


208 


19 


209 


1 


210 


4 


211 


1 


212 


4 


213 


3 


214 


3 


215 


9 


216 


1 


217 


11 


218 




219 


7q 


220 


17 


221 


5 


222 


15 


223 


10 


224 


8 


225 


8 


226 


8 


227 


9 


228 


8 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


229 


18 


230 


7pter-p22 


231 


7 


232 


17 


233 


17 


234 


17 ^ 


235 


10 


236 


Ip34.1-lp35. 


237 


4pl6-pl5 


238 


4pl6-pl5 


239 


4pl6-pl5 j 


240 


4pl6-pl5 


241 


4pl6-pl5 


242 


20 


243 


6pl2.3-21.2 


244 


2 


245 


6p21. 2-22.1 


246 


19ql3.4 


247 


llql33 


248 


6 


249 


18 


251 


3 


252 


11 


253 


11 


254 


19 


255 


6 


256 


2 


257 


Xp22 


258 


Xp22 


259 


20ql2-13.1 


260 


20ql2-13.1 


261 


20ql2-13.1 


262 


20ql2-13.1 


263 


16 


264 


4 


265 


11 


266 


9q34.2-34.3 


267 


20 


268 


12 


269 


7 


270 


9 


271 


20 


272 


14 


273 


9p34.1-35.1 


274 


17 


275 


10 


276 


10 


277 


10 


278 


10 


279 


lp36.11-36.31 


281 


11 


282 


3p2l.3 


283 


14 


284 


1- 


285 


1 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


286 


11 


287 


22ql2.3-13.2. 


288 


11 


289 


17q2L3 


290 


2 


291 


lp22.2-31.1 


292 


lp22.2-31.l 


293 j 


19 


294 


Xq23 


295 


Xq23 


296 


10q253-q26.2 


297 


1 


298 


20ql2-13.2 


299 


6 


300 


2 


301 


2 


302 


12q24.l 1 


303 


20qll.21-13.13 _J 


304 


8 


305 


1 


306 


12q 


307 


18ql2-q21 


308 


14 


309 


5 


310 


2 


311 


2q32.1-q36.3 


312 


12pl3.32 


313 


5 


314 


13 


315 


22ql3.1 


316 


18 


317 


11 


318 


11 


319 


3 


320 


2 


321 


4q27 


322 


11 


323 


11 H 


324 


Xql2.1-13. 1 


325 


8 1 


326 


22. 


328 


3 


329 


9 


330 


9 


331 


5 


332 


22ql3.31-1333 


333 


22ql3.31-13.33 


334 


10 


335 


3 


336 


15 


337 


5 


338 


5 


339 


3p 


340 


3 


341 


3 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


342 


5 


343 


12 


344 


14 j 


345 


14 


346 


3 


347 


16 


348 


4 


349 


6q24.3-25.3 


350 


5 


351 


1 J 


352 


9q31.1-31.3 


353 


2 


354 


16 


355 


6 


356 


5ql3 


357 


17 


359 


6 


360 


19 


361 


5 


362 


Ilql4.3-q21 


363 


12q 


364 


22ql331-13.33 


365 


9 


366 


2 


367 


2 


368 


22qll.l-qll.2 


369 


16 


370 


17 


371 


11 


372 


20 


373 


20 


374 


20 


375 


20 


376 


15ql3-ql4 


377 


1 


378 


16pl3.3 


379 


20 


380 


3 


381 


Ip32-p31 


382 


q42.2-43 


383 


X 


384 


15 


385 


16 


386 


8 


387 


3p25-p24 


388 


11 


389 


7 


390 


7 


391 


2 


392 


22 


393 


22 


394 


12 


395 


12 


396 


12 


397 


12 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


398 


12 


399 


14 


400 


2 


401 


3 


402 


1 


403 


19ql3.4 1 


404 


19ql3.4 


405 


17ql2-q21 


406 


17ql2-<q21 


407 


17ql2-q21 


408 


10 


409 


10 


410 


12pl3.3 


411 


Xq 13.2-2 1.1 


412 


12pl3 


413 


12pl3 


414 


19 


415 


7g22 


416 


19 J 


417 


8 I 


418 


8 


419 


18 ! 


420 


7 


421 _j 


Iq25.1-3L3 


422 


8 


423 


11 


424 


11 


425 


16 


426 


19pl3.3 


427 


11 


428 


2 


429 


7 


430 


8 


431 


4 


432 


4 


433 


19 


434 


19 


435 


5 


436 


14 


437 


3 


438 


22ql3 


439 


20pl 1.22-12.2 


440 


2 


441 


2 


442 


4 


443 


1 


444 


1 


445 


8 


446 


8 


447 


7pll.2-qll.2 


448 


8 


449 


19 


450 


6 


451 


7q22-q31.1 


452 


19 
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TABLE 6 


SEQ ID 


GENOMIC LOCATION 


453 


4q22-q24 


454 


17 


455 


8 


456 i 


1 


457 


1 


458 


19 


459 


7q33-q35 


460 


7q33-q35 


461 


14 


462 


4 


463 


2 


464 


17 


465 


17 


466 


19 


467 


12 


468 


llq22 


469 


11 


470 


10cen-q26.11 


471 


22ql2-13. 


472 


20ql3.33 


473 


1 


474 


1 


475 


17 


476 


18 


477 


3 


478 


12 


479 


16 


480 


1 5 


4R1 


2 


482 


2q33-q34 


483 


19 


484 


4 


485 


12pl2.3-13.2 


486 


3 


487 


3 


488 


19 


489 


19 


490 


19 


491 


10pl2 


492 


17 


493 


10 


494 


12 


495 


18 


496 


13 


497 


10 


498 


16 


499 


22ql2.2 


500 


X 


501 


3 


502 


15 


503 


3 


504 


19 


505 


19 


506 


19 


507 


5 
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TABLE 6 



SEO ID 


GENOMIC LOCATION 


508 


7q21.2-q31.1 


509 


2 


510 


2pl3 


S1 1 


Ip21-pl3 


512 


7 


513 


11 


514 


16 


515 




516 


18 


517 


10 


518 


5 


519 


10 


520 


21q22.3 


521 


7 


522 


3p21.1-pl4.2 


523 


lq21 


525 


lq25.l-31.1 


526 


7g35 


527 


9 


528 


1 


529 


5q32 


530 


19 


531 


2 


532 


18 


533 


1 


534 


22 


535 


13 


536 


X 


537 


4q21-q25 


538 


Iq23-q25.1 


539 


18 


540 


22ql2 


541 


3p24 


542 


19pl3.1 


543 


2 


544 


14 


545 


6021.1-21.3 


546 


12 


547 


22ql2-13. 


548 


22ql2-13. 


549 


22ql2-13. 


550 


17 


551 


14 


552 


15 


553 


15 


554 


1 


555 


lq23.2-24.3 


556 


15q21.1 


557 


3 


558 


12q24.1 


559 


17 


560 


19 


561 


19 


562 


9 


563 


5 
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TABLE 6 



SEQ ID 


GENOMIC LOCATION 


| 564 


7 


565 


2 


566 


n 


567 


5 


568 


5 




569 


1 


570 


3 




571 


14q24.3 


572 


Ilq22.3-q23.1 




573 


Ilq22.3-q23.1 


574 


17 


575 


4 


576 


12q 




577 


13al4 2-14 3 


578 


3 


579 


10 


580 


15 


581 


10 


582 


10 


583 


£ 


584 


1 1 


585 


x 


586 


17 


587 


7 


™$? 


3 


589 


2 


590 


g 


591 


20 j 


592 


17 


593 


17 


594 


5 


595 


1 


596 


16 


597 


7 


598 


7 


599 


7 


600 


17 


601 


7. 


602 


9 


603 


7 


604 


19 


605 


16q22 


606 


17 


607 


22 


608 


llq 


609 


llq 


610 


9 


611 


20 


612 


2 


613 


6 


614 


6 


615 


15 


616 


22ql3.32 


617 


11 


618 


11 
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TABLE 6 



SEQ m 


GENOMIC LOCATION 


619 


15 


620 


15Q21.3 


621 


15q21.3 


622 


14 


623 




624 


3 


625 


** 


626 


2p22-2p21 


627 


7 


628 


1 


629 


06 


630 


X 


631 


8 


632 




<m 


17q25.2-q25.3 


634 


16 


635 


13 


636 - 


13 


637 


1 


638 


19 


639 


1Q 


640 




641 


19ql3.2 


642 


19ql3.2 


643 




644 


19 


645 


| i 


• 646 


Xq23 


649 




650 


17 


651 


7 


652 


lq21 


653 


4 




14 


655 


2 


656 


Ip36.2-p35 


657 


2 


658 


l* 


659 


3 


660 




661 


10 


662 


in 


663 


16 


664 


3 


665 _ . 


3 




17 


667 


12 


668 


16pll.2 


669 


11 


fnc\ 


17 


<V71 


2 


fno 


12pl3.3 


673 


12pl3.3 


674 


5 


675 


2 
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TABLE 6 



SEQ ID 



GENOMIC LOCATION 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 


1967 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKY SFLHDSQ 1 bJ? blJb-L fm. fowwa 
ETQQKSNLELLRI SLLLI E S WLEPVRI LMS I VPN 


1968 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQIiAIDTY 
QEFEETYIPKDQKYSFLHDSQIbfcCr bUb± fifojnjxle. 
ETQQKSNLELLRISLLLIESWLEPVRILMSIVPN 


1969 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
IiPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQIiAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDS I PTPSNME 
ETQQKSNLELLRI SLLLI E S WLE PVRI LMS I VPN 


1970 


A 


75 


509 


DPKAQLPEPLRVLWTAHLVAMAPGSRTSLLLAFALLC 
LPWLQEAGAVQTVPLSRLFDHAMLQAHRAHQLAIDTY 
QEFEETYI PKDQKYSFLHDSQTSFCFSDS I PTPSNME 
ETQQKSNLELLRI SLLLI ESWLEPVRILMS I VPN 


1971 


A 


1764 


403 


KAAKKALCWLEPPQCAGLEGLGWVWSCSVSTGPRMQA 
LVLLLCIGALLGHSSCQNPAS PPEEGSPDPDSTGALV 
EEEDPFFKVPVNKLAAAVSNFGYDL YRVRS SMS PTTN 
VLLS PLS VATALSALSLGAEQRTE S I IHRALYYDLI S 
S PDIHGTYKELLDTVTAPQKNLKSASRI VFEKKLRI K 
S SFVAPLEKS YGTRPRVLTGNPRLDLQE INNWVQAQM 
KGKLARSTKEIPDEISILLLG\VAHFKGQ\WETKFDS 
RKTSLEDFYLDEERTVRVPMMSDPKAVLRYGLDSDLS 
CKIAQLPLTGSMSIIFFLPLKVTQNLTLIEESLTSEF 
IHDIDRELKTVQAVLTVPKLKLSYEGEVTKSLQEMKL 
QSLFDSPDFSKITGKPIKLTQVEHRAGFEWNEDGAGT 
TPS PGLQPAHLTFPLDYHLNQPFI FVLRDTDTGALLF 
IGKILDPRGP 


1972 


A 


3 


147 


QPLNHYFICSSHNTYLVGDQLCGQSSVEGYIRCSGGR 
EGVQLMRGTM 


1973 


A 


2 


2117 


FWAAS GGCWFVLGERRAGSLLSAS YGTFAMPGMVLF 
GRRWAI ASDDLVF PGFFELWRVLWWI GILTLYLMHR 
GKLDCAGGALLSSYLIVLMILLAVVICTVSAIMCVSM 
RGTICNPGPRKSMSKLLYIRLALFFPEMVWASLGAAW 
VADGVQCDRTWNG 1 1 ATVWSWI I IAATWS IIIVF 
DPLGGKMAPYSSAGPSHLDSHDSSQLLNGLKTAATSV 
WETRIKLLCCCIGKDDHTRVAFSSTAELFSTYFSDTD 
LVPSDIAAGLALLHQQQDNIRNNQEPAQWCHAPGSS 
QEADLDAELKNCHHYMQFAAAAYGWPLYIYRNPLTGL 
pt? Trrrirrp cjtnsTPOTMT /MVGGDOLOL / CTSAPILHT 
HRAAVQGLHPRQLPWTRFTELPFLVALDHRKE S VWA 
VRGTMSLQDVLTDLSAESEVLDVECEVQDRLAHKGI S 
QAARYVYQRLINDGILSQAFS I APEYRLVI VGHSLGG 
GAAALLATMVRAAYPQVRCYAFSPPRGLWSKALQEYS 
QS FI VSLVLGKDVI PRLS VTNLEDLKRRILRWAHCN 
KPKYKI LLHGLWYELFGGNPNNLPTELDGGDQEVLTQ 
PLLGEQSLLTRWSPAYSFSSDSPLDSSPKYPPLYPPG 
RI IHLQEEGASGRFGCCSAAHYSAKWSHEAEFSKILI 
GPKMLTDHMPDI LMRALDS WSDRAACVSCPAQGVSS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










VDVA 


1974 


A 


62 


616 


BVHQGTEVRDSEVRRRPQARGPLMPAERAGRQRWLVP 
ALQPRRGGLRR* RGAVRQHGAHPHGLLLQDQKI PALP 
GRKQAGS LHAPGTEGE PDHGGDPVLDAGIQHHRQQRH 
PTADHLNPGEHRRGEAHVRAAV* PAAGAEGAAKERRA 
HQANTALQVHRR* LGSFAELRLLRKPGRTSVWPSPM 


1975 


A 


337 


440 


PLALCLAPAASLHELCAAKVSEVIiHNRVHRTEEV 


1976 


A 


1454 


1101 


AFYNANSCLNVFCFCFCFWRQSRCI SQAGVQWCDLS S 
LQPPLPRFKRFS YLSLPSSWDYRHAPPCPANFCI \LV 
ETGLCHIGHACLELLTSGDPPALASQSAGITGMSHST 

QPCIAVS 


1977 


A 


2 


1454 


DDFVGVLSATAQVCTMAARLVSRCGAVRAAPHSGPL/ 
AVLAQWRR\ S TDTVYD VWS GGGLVGAAMACALGYD 
IHFHDKKILLLEAGPKKVLEKLSETYSNRVSSI SPGS 
ATLLS SFGAWDHI CNMRYRAFRRMQVWDACSEALIMF 
DKDNLDDMGYIL\ENDV\ IMHAFTKQLEAVSDRVTVL 
YRSKAIRYTWPCPFPMADSSPWVHITLGDGSTFQTKL 
LIGADGHNSGVRQAVGIQNVSWNYDQSAWATLHLSE 
ATENNVAWQRFLPSGPIALLPLSDTLSSLVWSTSHEH 
AAELVSMDEEKFVDAVNSAFWSDADHTDFI DTAGAML 
QYAVSLLKPTKVSARQIiPPSVARVDAKSRVLFPLGLG 
HAAEYVRPRVALIGDAAHRVHPLAGQGVNMGFGDI SS 
LAHKLSTAAFNGKDLGSMSHLTGYETERQRHNTALLA 
ATDLLKRLYSTS AS PLVLLRTWGLQATNAVS PLKEQ I 
MAFASK 


1978 


A 


3692 


3395 


LKDSLLRFFFFEMESCSVTRLECSGVI SAHRNLRLPG 
SSNSPTSASQVAGTTGMHPHTQLIFVFSAETGFPHAG 
QDGLDLL/NLVISPPWPPKVLGLQA 


1979 


A 


65 


265 


SALLGLPSSWDYRRPPPRPANFLYF* *RRGFTVLARM 
VSIC* PRDPPASASRSAGISGVSRGRPPS 


1980 


A 


751 


176 


LPGADYGGGHLSLRLFHLLLTSAAWVPDESQVTLNSA 
ICVLSTVLIMEFPDLGKHCSEKTCKQLDFLPVKCDAC 
KQDFCKDHFPYAAHKCPFAFQKDVHVPVCPLCNTPIP 
VKKGQI PDVWGDHIDRDCDSHPGKKKEKIFTYRCSK 
EGCKPCKEMLQMVCAQCHGNFC I QHRHPLDHS CRHGSR 
PTIKAG 


1981 


A 


250 


118 


DSLTRLPALCSLQLGRKVETITI IYDCEGLGLKHLWK 
PAVEAYG 


1982 


A 


235 


1157 


SIQEKCFDSSCGRNSLLSFSLSYKESHKTFIFYCWVY 
RLCIWI\TAIWQYESLKSRVQSYFDGIKADWLDSIRP 

WRVPSLQRTMIRYFTSNPASKVtiCSPMLLSTFSHFSL 
FHMAANMYVLWS F S S S I VNI LGQEQFMAVYLSAGVI S 
NFVSYLGKVATGRYGPSLGASGAIMTVIiAAVCTKI PE 
GRLAI I FLPMFTFTAGNALKAI IAMDTAGMI LGWKFF 
DHAAHLGGALFGIWYVTYGHELIWKNREPLVKIWHEI 
RTNGPKKGGGSK 


1983 


A 


289 


392 


RAFAEAMRGYHGDRGSHPR PARFADQQHMDVGPA 


1984 


A 


98 


1474 

- 


MAWASRLGLLLALLLPWGASTPGTWRLNKAALSYV 
SEIGKAPLQRALQVTVPHFIiDWSGEALQPTRIRILNV 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HVPRLHLKFIAGFGVRLLAAANFTFKVPRAPEPLELT 
LPVELLADTRVTQS fa 1RTPVV b 1 o AuoJjr a^ruMSCt^u 
GSNSTSHAliLVLVQKHI KAVLSNKLCLS I SNLVQGVN 
VHLGTLIGLNPVGPESQIRYSMVSVPTVTSDYI SLEV 
NAVLFLLGKPI I L PTD AT P FVL PRHVGTEGS MATVGL 

/i<-\rNT T->T>0 7V T T T T.07APAT VTT T^T'TY^OT.PQnnMTiT.'NrPSA 

SQQLFDSAljljJ-uJy iVtVljAltN LdJX jAsyj-iKOULHN jjjjim ± on. 

LGRLI PEVARQFPEPMPVVLKVRLGATPVAMLHTNNA 
TLRLQPFVEVLATASNSAFQSLFSLDVVVNLRIiQIiSV 
SKVKLQGTTS VLGDVQLTVAS SNVGFIDTDQVRTLMG 
TVFEKPLLDHLNALLAMGI AIjPGVVNLHW^ I FVY 
EGYWISSGlir iyb^ 


1985 


A 


541 


176 


GPHTSNRPRXRHCTXGPSTXXTXAGSGYSPAHGRAWG 
APCXSW*RSPGPRGGRESGTCRPAAAPAPAPAGGCRA 
GTGAWPPGS ATS PRC * S PAAPRGAGPQPGSGGSHGGT 
ARMCACKLAAS 


1986 


A 


2390 


1943 


AGRRLTQAGTLLGTAIiAr GTR±jJUVobJLJiYlJ\javv£> i ymw 
MGKAFSEAAFTTAYLFTSELYPTVLRQTGMGLTAJjVG 
RLGGSLAPIiAALLDGVWLSLPKLTYGGIALLAAGTAIj 
LLPETRQAQLPETIQDVERKSAPTSIiQEEEMPMKQVQ 

N 


1987 


A 


1 


555 


KKVGNYYTTPI YRFRMKCHLCVNYI EMQTDPANCDYV 
IVSGAQRKEERWDMADNEQVLTTGERHPLTCLGAL/D 
PESALGPPKPSRALIVAEHEKKQKLETDAMFRLEHGE 
ADRSTLKKALPTLSHIQEAQSAWKDDFALNSMLRRRF 
RVRGAPARGQRGCMVDQGPGPALPPPHPSFEQATCTF 


1988 


A 


2867 


847 


GBPGI PGLPGFPGVAGPPGITGFPGFIGSRGDKGAPG 
RAGLYGEI GATGDFGDI GDTI NLPGRPGLKGERGTTG 
I PGLKGFFGEKGTEGD I GFPGITGVTGVQGPPGLKGQ 
TGFPGLTGPPGSQGBLGRIGLPGGKGDDGWPGAPGLP 
GFPGLRGIRGLHGLPGTKGFPGSPGSDIHGDPGFPGP 
PGERGDPGEANTLPGPVGVPGQKGDQGAPGERGPPGS 
PGLQGFPGI TPPSNI SGAPGDKGAPGI FGLKGYRGPP 
GPPGSAALPGSKGDTGNPGAPGTPGTKGWAGDSGPQG 
RPGVFGLPGEKGPRGEQGFMGNTGPTGAVGDRGPKGP 
KGDPGFPGAPGTVGAPGIAGI PQKIAvy FOl vof y^K 
RGPPGAPGEMGPQGPPGEPGFRGAPGKAGPQGRGGVS 
AVPGFRGDEGP IGHQGP I GQEGAPGRPGS PGLPGMPG 
RSVSIGYIiLVKHSQTDQEPMCPVGMNKLWSGYSLLYF 
EGQEKAHNQDIiGLAGSCIjARFSTMPFLYCNPGDVCYY 
ASRNDKSYWLSTTAPLPMMPVAEDEIKPYISRCSVCE 
APAI AIAVHSQDVSI PHCPAGWRSLWIGYSFliMHTAA 
GDEGGGQSLVSPGSCLEDFRATPFIECNGGRGTCHYY 
ANKYSFWLTTIPEQSFQGSPSADTLKAGLIRTHISRC 
0VCMKNL 


1989 


A 


1 


777 


LI YNEDMI CWI E SRES SNQLKC I QI TKAGGLTDE WTI 
NI LQS FHNVQQMAI DWLTRNLYFVDHVGDRI FVCNSN 
GSVCVTLIDLELHNPKAIAVDPIAGKLFFTDYGNVAK 
VERCDMDGMNRTRI IDSKTEQPAALALDLVNKLVYWV 
DliYLDYVGWDYQGKNRHAVI QGRQVRHLYGI TVFED 
YLYATMSDSYNIVRISRFNGTDIHSLIKIENAWGIRI 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










YQKRTQPTVRSHACEVDPYGMPGGCSHICLLSSSYTK 


1990 


A 


1 


777 


LIYNEDMICWIESRESSNQLKCIQITKAGGLTDEWTI 
NILQSFHNVQQMAIDWLTRNLYFVDHVGDRIFVCNSN 

GSVCVTLI dlelhn pkai avdpi agklfftdygnvak 

VERCDMDGMNRTRI IDSKTEQPAALALDLVNKLVYWV 
DLYLDYVGWDYQGKNRHAVI qgrqvrhlygi tvfed 
YLYATNSDSYNIVRI SRFNGTDIHSLIKIENAWGIRI 
YQKRTQPTVRSHACEVDPYGMPGGCSHICLLSSSYTK 


1991 


A 


1620 


1214 


LPFLSFFLSFFLFFLRWSFALIAQAGVQWCNFGSPQP 
PPPGFKRFSCLSLLSSWDYRHTPPCLANSVFLVDTGF 
LHVGQAGLELPTSGDPPTSASQSAGITSVSHCAQPVT 
AISKEEREQAEGPDSQGTGSSAGQ 


1992 


A 


1 


660 


GFHPNTTHYRARAAARAGAGSFVGEVSAVDKDFGPNG 
ETOYSFEMVQPDFELHAISGEITNTHQFDRESLMRRR 
GTAVFSFTVIATDQGI PQPLKDQATVHVYMKDINDNA 
PKFLKDFYQATI SESAANLTQVLRVSASDVDEGNNGL 
IHYSIIKGNEERQFAIDSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTI PLNSTCTLNIDILDENDNTPFFP 


1993 


A 


1 


660 


GFHPNTTHYRARAAARAGAGS FVGEVSAVDKDFGPNG 
EVRYSFEMVQPDFELHAI SGE I TNTHQFDRESLMRRR 
GTAVFSFTVIATDQGI PQPLKDQATVHVYMKDINDNA 
PKFLKDFYQAT I SESAANLTQVLRVSASDVDEGNNGL 
IHYS 1 1 KGNEERQFAI DSTSGQVTLIGKLDYEATPAY 
SLVIQAVDSGTI PLNSTCTLNIDILDENDNTPFFP 


1994 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 
EHYEVTLLHFLQEYL 


1995 


A 


289 


418 


LWTLYRHKQQVQHNHSNRLSCRPSQEDRATHTIMVLD 
KENTLS 


1996 


A 


3 


673 


RNFRVDDFVAELKLKQVRWTPAAP* SKETTQGLRRLH 
VNGRCEPKGLDPEMGRRSSDTEEESRSKRKKKHRRRS 
SSSSSSDSRTYSRKKGGRKSRSKSRSWSRDLQPRSHS 
YDRRRRHRSSSSSSYGSRRKRSRSRSRGRGKSYRVQR 
SRSKSRTRRSRSRPRLRSHSRSSERSSHRRTRSRSRD 
RERRKGRDKEKREKEKDKGKDKELHN I KRGESGNI KA 
GLE/HS ATS * TGQSQTTAGS * SCCKS * * S I ESQRKK* 
GRSKE/QERRKTKPPW*NK* KE* KFGGRRRRPDLKKR 
LRDCGACTSTGGVS PKVWTQKWDVGHQI LKKKAEARE 
KRNTVDGPPRAVLQIVEHTAERKEEGNQDQSQDLGPE 
I FSLVHI LM I EDAGI DQAVALLMAPEGNEVEWQGVE 
r*MDT c t?d n >f2T\v a i?nPf;pnnDTjVSVLI WAVKGPVTE 
ERWGLGI ENDVRAE I KRKEKRRRI KGRTRNYI TSNV 
GNLETSKLD 


1997 


A 


279 


762 


VGNFQRQLAEAKEDNCKVTIMLENVLASHSKMQGALE 
KVQI ELGRRDSE I AGLKKERDLNQQRVQKLEAEVDQW 
QARMLVMEDQHNSEIESLQKALGVAREDNRKLAMSLE 
QALQTNNHLQTKLDHIQEQLESKELERQNLETFKDRM 
TEESKVEAELHAE 


1998 


A 


3 


1434 


PPNMDNSMGTEEITVLKGSSTSMACITDGTPAPSMAW 
LRDGQPLGLDAHLTVSTHGMVLQLLKAETEDSGKYTC 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










I ASNEAGEVSKHFI LKVLVPP S FQKLWEI GNMLDTGR 
NGEAKDVI INNPI SLYCETNAAPPPTLTWYKD6HPLT 
S SDKVLILPGGRVLQ I PRAKVEDAGRYTCVAVNEAGE 
DSLQYDVRVLVPPI IKGANSDLPEEVTVLVNKSALIE 
CLSSGSPAPRNSWQKDGQPLLEDDHHKFLSNGRILQI 
LNTQITDIGRYVCVAENTAGSAKKYFNLNVHVPPSVI 
GPKSENLTVWNNFISLTCEVSGFPPPDLSWLKNEQP 
I PLNTNTLI APGGRTLQI IRAKVSDGGEYTCI AINQA 
GESKKKFSLTVYVPPSIKDHDSESLSWNVREGTSVS 
LECESNAVPPPVITWYKNGRMITESTHVEILAIKSQML 
HI KKAEVSDTGQYVCRAINVAGRDDKNFHLNVY 


1999 


A 


2 


1333 


RSGEGFHVNS S * TWVSRS * EMDETPGSEVPGDKAAEE 
QGDDQDSEKS KPAGSDGERRGVKRQRDEKDEHGRAYY 
EFREEAYHSRSKSPLPPEEEAKDEEEDQTLVNLDTYT 
SDLHFQVSKDRYGGQPLFSEKFPTLWSGARSTYGVTK 
GKVCFEAKVTQNLPMKEGCTEVSLLRVGWSVDFSRPQ 
LGEDEFSYGFDGRGLKAENGQFEEFGQTFGENDVIGC 
FANFETEEVELSFSKNGEDLGVAFWISKDSLADRALL 
PHVLCKNCWELNFGQKEEPFFPPPEEFVFIHAVPVE 
ERVRTAVPPKTI EECEVI LMVGLPGSGKTQWALKYAK 
ENPEKRYNVLGAETVLNQMRMKGLEEPEMDPKSRDLL 
VQQASQCLSKLVQIASRTKRNTFILDQCNVYNSGQRRK 
LLLFKTFSRKWVWPNEDDWKKRLELRKEVEGRVFP 


2000 


A 


1 


1060 


1 1 FLFF * PYLQSVI FLFVIRGLEMKYGNE IMNKDPVF 
RI S PRSRETHPNPEE PEEEDEDVQAERVQAANALTAP 
NLEEEPVITASCIjHKEYYETKKSCFSTRKKKIAIRNV 
SFCVKKGEVLGLLGHNGAGKSTS I KMI TGCTVPTAGV 
WLQGNRAS VRQQRDNSLK/ FLGYCPQENSLWPKLTM 
KEHLELYAAVKGLGKDAALS IS* LVEALKLQEQLKAP 
VKTLSEGIKRKLCFVLSILGNPSVVLLDELFTGMDPE 
GQQQMWQILQATIKNQERGAIiLTTHYMSEAKSLCDRV 
AIMVSGTLRCIGSIQQL/KKFGKDYLLEIKMKEPTQV 
EALHTEILKLFPQAAWQERYS SL 


2001 


A 


1 


2543 


TISSSPKWRLSGWRAPCCWGFEWAGGPGDPFPAAEA 
LEDESGTLLRSGGGAGEQWQQGLRWRPRSGMCESYSR 
SLLRVSVAQICQALGWDSVQLSACHLIiTDVLQRYLQQ 
LGRGCHRYSELYGRTDPILDDVGEAFQLMGVSLHELE 
DYIHNIEPVTFPHQI PSFPVSKNNVLQFPQPGSKDAE 
ERKEYIPDYIiPPIVSSQEEEEEEQVPTDGGTSAEAMQ 
VPLEEDDELEEEEI INDENFLGKRPLDSPEAEELPAM 

tmr\rtT T nmi/mVPT t-vT tt rr y UADUDT Q C TMIVTIf T D DMT >Q 

KRpy^LSTKGDTLDVVIjIjKARliFLibblJN ivivXf vrLuo 
PVHVQDSTDLAPPSPEPPMLAPVAKSQMPTAKPLETK 
S FTPKTKTKTS S PGQKTKS PKTAQS PAMVGS PI RS PK 
TVSKEKKS PGRS KS PKS PKS P KVTTHI PQTPVRPETP 
NRTPSATLSEKISKETIQVKQIQTPPDAGKLNSENQP 
KKAWADKTIEASIDAVIARACAEREPDPFEFSSGSE 
SEGDI FTS PKRI SGPECTTPKASTSANS FTKSGSTPL 
PLSGGTSSSDNSWTMDASIDEWRKAKLGTPSNMPPN 
FPYI SS PSVS PPTPEPLHKVYEEKTKLPSSVEVKKKL 
KKELKTKMKIGCEKQRDREREKDKNKDKSKEKDICVKEK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










EKDKETGRETKYPWKEFLKEEEADPYKFKI KEFEDVD 
PKVKLKIX3LWKEKEKHKDKKKDREKGKKDKDKREKE 
KVKDKGRBDKMKAPAPPLVLPPKELALPLFS PATASR 
VPAMLPSLLPVLPEKLFEEKEKPKEKEKKKDKKEKKK 
KKEKEKEKKEKEREKEKREREKREKEKEKHKHEKIKV 
E PVALAPSPVI PRLTLRVGAGPDKIRRRRAGAH 


2002 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NIECSIQRDEDSYVINGKKWWSSGAGNPKCKIAIVLG 
RTQNTSLSR*LNNSD*ETCVGMSQSSSYLGNLLKIHC 
LDSQIIM*DMRVNVIYLYFTSIF*QVFLENI IGSIAE 
HS SLWNFQY * KVLLNYQS CLD * 1 1 RQI FSDLCNE VI R 
CLDQRQ* S*NV*LYI * VPS YHC*AVRSFNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHS SHSSHHCLHDYMKTSK 
RQLGFCLLS VLFFFLANFF * YNFS FD * \HKQHSMILV 
PMNTPGVKI I RPLS VFGYTDNFHGGHFE I HFNQVRVP 
ATNLI LGEGRGFE I SQGRLGPGRIHHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
I RLLTLKAAHSMDTLGSAGAKKEI AMI KVAAPRAVSK 
IVDWAIQVCGGAGVSQDYPLANMYAI TRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2003 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAASARHHGLIiASARQPGVCHYGTKLACCYGWRRNS 
KGVCEATCBPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 
FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCS AI PENS VKEVLRAPGTI KDR 
IKKLLAHKNSMKKKAKIKNVTPEPTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNISVDCSFNHG\ICDW\KQDR\EDDF 
DW\NPADR\DNAI\GFY\MAVPGLWQGHK\KDIGRLK 
LLLPDLQPQSNFCLLFDYRIiAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWKTGKIQLYQGTDATKSI IFEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2004 


A 


2 


469 


KGTKNGQFNYPWDVAVNSEGKILVSDTRNHRIQLFGP 
DGVFLNKYGFEGALWKHFDS PRGVAFNHEGHLWTDF 
NNHRLLVIHPDCQSARFLGSEGTGNGQFLRPQGVAVD 
QEGRI I VADSRNHRVQMFESNGSFLCKFGAQGSGFGQ 
MDRPSGIA 


2005 


A 


4135 


639 


QCGPEAASAGSCSAETPSPPPRAPGRGPIMFSRKKRE 
LMKTPSISKKNRAGSPSPQPSGELPRKDGADAVFPGP 
SLEPPAGSSGVKATGTLKRPTSLSRHASAAGFPLSGA 
ASWTLGRSHRS PI/TAAS PGELPTEGAGPDWEDI SHL 
LADVARFAEGLEKLKECVLHDDLLEARRPRAHECLGE 
ALRVMHQI I SKYPLLNTVETLTAAGTLI AKVKAFHYE 
SNNDLEKQEFEKALETIAVAFSSTVSEFLMGEVDSST 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown» *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LLAVPPGDSSQSMESLYGPGSEGTPPSLEDCDAGCLP 
AEEVDVLLQRCEGGVDAALLYAKNMAKYMKDLI SYLE 
KRTTLEMEFAKGLQKIAHNCRQSVMQEPHMPLLSIYS 
lALEQDLEPGHSMVQAVGTLQTQTFMQPLTLRRLEHE 
KRRKE I KEAWHRAQRKLQEAE SNLRKAKQGYVQRCED 
HDKARFLVAKAEEEQAGSAPGAGSTATKTLDKRRRIjE 
EEAKNKAEEAMATYRTCVADAKTQKQELEDTKVTALR 
QI QEVIRQSDQTI KSATI S YYQMMHMQTAPLPVHFQM 
LCESSKLYDPGQQYASHVRQLQRDQEPDVHYDFEPHV 
SANAWSPVMRARKSSFNVSDVARPEAAGSPPEEGGCT 
EGTPAKDHRAGRGHQVHKSWPLSISDSDSGLDPGPGA 
GDFKKFERTSSSGTMSSTEELVDPDGGAGASAFEQAD 
LNGMTPELPVAVPSGPFRHEGLSKAARTHRIjR\KLRT 
PAKCRECNSYVYFQGAECEECCIiACHKKCLETLAIQC 
GHKKLQGRLQLFGQDFSHAARSAPDGVPFIVKKCVCE 
IERRALRTKGIYRVNGVKTRVEKLCQAFENGKELVEL 
SQASPHDI SNVLKLYLRQLPEPLISFRLYHEIiVGLAK 
DSLKAEAEAKAASRGRQDGSE SEAVAVAIiAGRLRELL 
RDLPPENRASLQYLIiRHLRRIVEVEQDNKMTPGNLGI 
VFGPTLLRPRPTEATVSLSSLVDYPHQARVIETLIVH 
YGLVFEEEPEETPGGQDES SNQRAEVWQVPYLEAGE 
AWYPLQEAAADGCRESRWSNDSDSDLEEASELLSS 
SEASALGHLSFIiEQQQSEASLEVASGSHSGSEEQLEA 
TARElDGDGDEDGPAQQIiSGFNTNQSNNVLQAPLPPMR 
LRGGRMTLGSCRERQPEFV 


2006 


A 


3 


628 


S VGALDT F I AAVYEHAVI L PNRAET PVS KEEALLLMN 
KNI DVLEKAVKLAAKQGAHI I VTPEDGI YGWI FTRES 
IYPYIiEDIPDPGVNWIPCRDPWRNH*NIVSIiRKCLLN 
\RFONTPVQQRLSCLAKDNSIYWANIGDKKPCNASD 
SQCPPDGRYQYNTDWFDSQGKLLARYHKYNLFAPEI 
OFDFPKDSELVTFDTPFGKIGIIT 


2007 


A 


1375 


1453 


RTFTS * CSVSCGRGVQQRHVGCQIGTHKI ARETECNP 
YTRPESERDCQGPRCPLYTWRAEEWQEVSRATKGYLP 
GI SRWPliLSSHLFPIKPEKSPSTVTMLALSQKVHCQ 
TRAFAPTRVGELLVFKQFL 


2008 


A 


2679 


1435 


LLSTYI KFINLFPETKATIQGVLRAGSQLRNADVELQ 
QRAVEYLTLSSVASTDVLATVLEEMPPFPERESSILA 
KLKRKKGPGAGSALDDGRRDPSSNDINGGMEPTPSTV 
ST PS PSADLLGLRAAPPPAAP PASAGAGNLLVDVFDG 
PAAQPSLGPTPEEAFLSPGPEDIGPPI PEADELLNKF 
VC KNNGVLFENQLLQI GVKSE FRQNLGRM YLFYGNKT 
S VQFQNFS PT WHPGDLQTQL AVQTKRVAAQ VDGGAQ 
VQQVLNIECLRDFLTPPLLSVRFRYGGAPQALTLKLP 
VTINKFFQPTEMAAQDFFQRWKQLSLPQQEAQKI FKA 
NHPMDAEVTKAKLLGFGSALLDNVDPNPENFVGAGI I 
QTKALQVGCLLRLEPNAQAQMYRLTLRTSKE PVSRHL 
CELLAQQF 


2009 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALGIVSTKDTQFSYAVFKSRWAGEVQVQRIjQGDAW 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possibIe nucleotide 
insertion) 










LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVS AAPPGPRGRQAPTS PPRMTVHEGQELALG 
CLARTSTQKHTHLAVS FGRS VPEAPVGRSTLQE WGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAEWIQDPDGSWAQIAEKRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGTI TCC FMKRLRKR* 


2010 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
AIiGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVS AAPPGPRGRQAPTS PPRMTVHEGQELALG 
CLARTSTQKHTHLAVS FGRS VPEAPVGRS TLQE WGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAEWIQDPDGSWAQIAEKRAVLAHV 
DVQTLSSQLAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGTI TCCFMKRLRKR* 


2011 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 
LKIARLQAQDAGIYECHTPSTDTRYLGSYSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTS PPRMTVHEGQELALG 
CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEWGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMWGG 
AQAGDAGTYHCTAAEWI QDPDGSWAQI AEKRAVLAHV 
DVQTLSSQLAVTVGPGERR I GPGE PLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRLVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ER PEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VEL VG PRS HRLRLHS LGPE DE GVYHC APS AWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGTITCCFMKRLRKR* 


2012 


A 


153 


1994 


MGALRPTLLPPSLPLLLLLMLGMGCWAREVLVPEGPL 
YRVAGTAVS I SCNVTGYEGPAQQNFEWFLYRPEAPDT 
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TABLE 7 



SEQ 
10 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,=possible nucleotide 
insertion) 










ALGIVSTKDTQFSYAVFKSRWAGEVQVQRLQGDAW 
LKI ARLQAQDAGI YECHTPS TDTRYLGS YSGKVELRV 
LPDVLQVSAAPPGPRGRQAPTS PPRMTVHEGQELALG 
CLARTSTQKHTHLAVSFGRSVPEAPVGRSTLQEWGI 
RSDLAVEAGAPYAERLAAGELRLGKEGTDRYRMVVGG 
AQAGDAGTYHCTAAE WI QDPDGS WAQ I AEKRAVLAHV 
DVQTLSSQIiAVTVGPGERRIGPGEPLELLCNVSGALP 
PAGRHAAYSVGWEMAPAGAPGPGRIiVAQLDTEGVGSL 
GPGYEGRHIAMEKVASRTYRLRLEAARPGDAGTYRCL 
AKAYVRGSGTRLREAASARSRPLPVHVREEGWLEAV 
AWLAGGTVYRGETASLLCNI S VRGGPPGLRLAASWWV 
ERPEDGELS SVPAQLVGGVGQDGVAELGVRPGGGPVS 
VELVGPRSHRLRLHSLGPEDEGVYHCAPSAWVQHADY 
SWYQAGSARSGPVTVYPYMHALDTLFVPLLVGTGVAL 
VTGATVLGT I T CC FMKRLRKR * 


2013 


A 


1273 


480 


YLRLWLRHPDPRHPHGVPLPTEPSTPKSPSAGPSPHL 
LHPGTPGHPSASPPSRPPSSSTPKRPRTAGRNPKRRQ 
SS PGRPT/NPGLRKKMGPPSEG\ SGGGNTPQGPASGP 
ASLLPNPC*LCRGKPLGVLRGGGRRGASVPESWPHI P 
APNAG * GHAQRDPGGAGQPKD * GGRGAPGQQATEADS 
GPAA\ GMRGPHI I QLDTPLSASRGMRNARGTFGM/ PS 
LPRGDLS PS SAGHPPASVTLPQGPHFPKGTIiAPGTLP 
PALFGDQEL 


2014 


A 


853 


1553 


KKKETVSVSSREVRETSKALERPKLQE*PRGPALQSR 
ATS PRNTYQRPAGWPQAE PPQ * GNRLFPAGVRGRAPG 
PHPRA*WSQPPAEDPTGRAETQLCPPAALARAQPRRQ 
LCGPALPGPRRP/ PTRTPT* SGRGFSKWLAPE ITQGP 
APN\ PFGFSDVLFCVFFKPFSLFR* * KNL* KTLLTNQ 
PEPQEPKGCGGVWRPHYVSGLLPTLKPCSLKREGPRP 
ALPPS/SPSPPPLCPSLRSPPASL/PPVILAFRVPWR 
FP* PPVKIQRLSPFFFNFDN* / PSVSFSKFYFSNHPG 
QPPALI PSRPGLSGPPFHTIiRFETAVFPTFAAGMAVS 
CPCLPIWPIPQPWGPGSLPQPPPLLMP*KLGPRPCWP 
EPQMPSSGSLT/SGPNSSGLGIGPPYPGSPPWGQ*KG 
KAFILANRPHHPLLPGPPCRDGLSLP/RPLLSVCGSR 
TLCPSPGASAVTRLLKMNS* ILPAHPRPDPWSWPPSS 
PVPETSTP*R*TLGPPTSRTCRPEV\PWALPPANWAT 
SFPPLTLG/VPHPLQGDYSPDPTPVSPHGPLLN 


2015 


A 


527 


871 


VWSPDRPSSSDPRGQRRRPTGRVAADPGAAPPAAAAA 
PPPSSA*TAPGSCRRWRTSSRRPTPGSNPRPTPPRPR 
SRATSP/TPDSAQRLPPPPPPAGPG\PPGPEAPPVSL 
GQPFCR 


2016 


A 


17 


941 


PLDRAVEFAVGSGRPRRISCLSCPGGGGAASGLQRAA 
GGTGLSWVPAGIiRVCCSQRSERPEKEEQPVQNPRRKG 
KGGEISTWKNSSMKMKECLRIKER*TMKNSHRTRESQ 
K* LVFWKTRS * KTRETQKTRARELRNR*RIKKSQRVR 
ERQKEKESQRGRESQRCREDQRQRESQREGEGQRVKE 
SQTWVREPESEGEPESETRAAGKRPAEDDIPRKAKRK 
TNKGIiAQYLKQYKEAIHDMNFSNEDMI REFDNMARVE 
DKRRKS KQKLGAFLWMQRMLQDPFYPRGPREFRGGCR 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possible nucleotide deIetion,=possibIe nucleotide 
insertion) 










APRRDTEDIPYV 


2017 


A 


335 


120 


MFLLLFCLMFDFTKVFFI LLLHI FCLSTCLFLGLHI C 
ASFHARALLETALILLRMKIAGFQVILFPQDFVL* 


2018 


A 


3 


800 


FVLDPYSGVI KSNVSFDREQQSS YTFDVKATDGGQPP 
RSSTAKVTINVMDVNDNSPWISPPSNTSFKLVPLSA 
I PGS WAEVFAVDVDTGMNAELKYTI VSGNNKGLFRI 
DPVTGNI TLEEKPAPTDVGLHRLWNI SDLGYPKSLH 
TLVLVFLYVNDTAGNASYIYDLIRRTMETPLDRNIGD 
SSQPYQNEDYLTIMI AI IAGAMWI WI FVTVLVRCR 
HASRFKAAQRSKQGAEWMS PNQENKQNKKKKRKKRKS 
PKSSLLN 


2019 


A 


1 


1331 


GWNGSWNDNLVDTSPLKRDPLQDICRRYMEDLKKICF 
YRELNSKTTLKFVHTSFHGVGHDYVQLAFKVFGFKPP 
IPVPEQKDPDPDFSTVKCPNPEEGESVI1ELSLRI1AEK 
ENARWLATDPDADRLAAAELQENGCWKVFTGNELAA 
LFGWWMFDCWKKNKSRNADVKNVYMLATTVSSKILKA 
IALKEGFHFEETLPGFKWIGSRI IDLLENGKEVLFAF 
EES IGFLCGTSVLDKDGVSAAVWAEMASYLETMNIT 
LKQQLVKVYEKYGYHI SKTS YFLCYEPPTIKSI FERL 
RNFDSPKEYPKFCGTFAILHVRDVTTGYDSSQPNKKS 
VLPVSKNSQMITFTFQNGCVATLRTSGTEPKIKYYAE 
MCASPDQSDTALLEEELKKDIDALIENFLQPSKNGTG 
SGRSCLGVPPNTVMTLCGAYGNRATRRNCHTLEPCG 


2020 


A 


1 


2337 


TRFRGLRPAVA PWTALLAIjGL PGWVIiAVS ATAAAWP 
EQHASVAGQHPLDWLLTDRGPFHRAQEYADFMERYRQ 
GFTTRYRIYREFARWKVNNLALERKDFFSLPLPLAPE 
FIRNIRLLGRRPNLQQVTENLIKKYGTHFLLSATLGG 
EESLTI FVDKQKIjGRKTETTGGAS 1 1 GGSGNSTAVSL 
ETLHQLAASYFIDRESTLRRLHHIQIATGAIKVTETR 
TGPLGCSNYDNLDSVSSVLVQSPENKVQLIjGLQVLLP 
EYLRERFVAAALSYITCSSEGELVCKENDCWCKCSPT 
FPECNCPDADIQAMEDSLLQIQDSWATHNRQFEESEE 
FQALLKRLPDDRFLNSTAISQFWAMDTSLQHRYQQLG 
AGLKVLFKKTHRI LRRLFNLCKRCHRQPRFRLPKERS 
LSYWWNRIQSLLYCGESTFPGTFLEQSHSCTCPYDQS 
SCQGPI PCALGEGPACAHCAPDNSTRCGSCNPGYVIiA 
QGLCRPEVAESLENFLGLETDLQDLELKYLLQKQDSR 
IEVHSIFISNDMRLGSWFDPSWRKRMLLTLKSNKYKP 
GLVHVMLALSLQI CLTKNSTLE PVMAI YVN PFGGSHS 
ESWFMPVNEGSFPDWERTNVDAAAQCQNWTITLGNRW 
KTFFETVHVYLRSRIKSLDDSSNETIYYEPLEMTDPS 
KNLGYMKINTL\QVFGYSLPFDPD\AIRDLILQLDYP 
YTQGSQDS ALLQLI ELRDRVNQLS PPGKVRLDLFS CL 
LRHRLKLANNEVGRIQSSLRAFNSKLPNPVEYETGKL 

cs 


2021 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 
GADRNLLVYSFYEKGPLTFRDVAIEFSIiEEWQCLDTA 
QQDLYRKVMLENYRNLVFLAGIAVSKPDLITCLEQGK 
EPWNMKRHAMVDQPPGR | 


2022 


A 


161 


547 


PAGIGRSTAKTPGTPGSLEMENLKSGVYPLKEASGCP 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










GADRNLLVYSFYEKGPLTFRDVAI EFSLEEWQCLDTA 
QQDLYRKVMLENYRNLVFLAGIAVSKPDLITCLEQGK 
EPWNMKRHAMVDQPPGR 


2023 


A 


3 


452 


AVPGPGFGLS PTMVTLAELLVLLAALIiATVSGY\ FVS 
IDAHAEECFFERVTSGTKMGLIFEAEDGGFLDIDWI 
TLPDR/RKIKPRLIiKKKGQ*TYRSFMDVTFKLCYNLR 
MSWMNPNIRNHNHWLLLTS I KFLITQFRSSLSYLS SC 
IQSE 


2024 


A 


31 


1312 


ITTVMAGKRSGWSRAALLQLLLGVNIiGVMPPTRARSIj 
RFVTLIiYRHGDRSPVKTYPKDPYQEEEWPQGFGQLTK 
EGMLQHWELGQALRQRYHGFLNTSYHRQEVYVRSTDF 
DRTLMSAEANLAGLFPPNGMQRFNPNI SWQPI PVHTV 
PITEDRLLKFPLGPCPRYEQIiQNETRQTPEYQNESSR 
NAQFI^MVANETGLTDLTLETVWNVYDTIjFUbiU A HL»Jj 
RLPPWAS PQTMQRLSRLKDFSFRFLFGI YQQAEKARL 
QGGVLLAQI RKNLTLMATTSQLPKLLVYSAHDTTLVA 
LQMALDVYNGEQAPYASCHI FELYQEDSGNFSVEMYF 
RNESDKAPWPLSLPGCPHRCPLQDFLRLTEPWPKDW 
QQECQLASGPADTEVIVALAVCGSILFLLIVLLLTVL 
FRMQAQP PGYRHVADGEDHA 


2025 


A 


2 


317 


FVDS PRFRATI DEVETD WE I EAKLDKLVKLCS GMVE 
AGKAYVSTSRLFVSGVRDLSQQCQGDTVI SECLQRFA 
DS LQEWNYHMILFDQAQRS VRQQLQS FVKE 


2026 


A 


1788 


3 


RTRGRFPKRTP/LFQI SSAVQKEQPLPTAEITRLAVW 
AAVQAVERKLEAQAMRLLTLEGRTGTNEKKIADCEKT 
AVEFANHLE S KWWLGTLLQE YGLLQRRLENMENLLK 
NRNFWILRIiPPGSNGEVPKVPVTFDDVAVHFSEQEWG 
NLSEWQKELYKNVMRGNYESIiVSMDYAI SKPDLMSQM 
ERGERPTMQEQEDSEEGETPTDPSAAHDGIVIKIEVQ 
TNDEGSESLETPEPLMGQVEEHGFQDSELGDPCGEQP 
DLDMQE PENTLEEST/ DRLQRVQRTEADAGAAEELHG 
/VGS/WIKTEEQDEEEEEEEEDELPQHLQSLGQLSGR 
YEASMYQTPLPGEMSPEGEESPPPLQLGNPAVKRLAP 
SVHGER/ PPEREPRGLEPAAAEPARRAALHMHGVRQE 
LPP/GRSTSSSTSATTSRRGPTSAPNARSASGTSNSS 
RCTSASTACAEAASHPN/CGPTFNPKHALKPRPKSPS 
SGSGGGGPKPYKCPECDSSFSHKSSLTKHQITHTGER 
PYTCPECKKS FRLHI SLVIHQRVHAGKHEVS FI CSLC 
GKSFSRPSHLLRHQRTHTGERPFKCPECEKSFSEKSK 
LTNHCRVHSRERP 


2027 


A 


2193 


442 


t?t wmaTO a DDvnMPWPPR PP 3K"RR AVVVAWEkRliMVV 
GDAPESIQFVLDEDSYLVPELDGVRIFSRSTHEFLHE 
VPAASEEI FKIASMAPGALLLEAQKEYEKESQKADEY 
LREIQELGQLTQAVQQCIEAAGHEHQPDMQKSLLRAA 
SFGKCFIiDRFPPDSFVHMCQDLRVLNAVRDYHI GI PL 
TYSQYKQLT IQVLLDRLVLRRLYPLAIQI CE YLRLPE 
VQGVSRI LAHWAC YKVQQKDVSDEDVARAINQKLGDT 
PGVS YSDI AARAYGCGRTELAI KLLEYEPRSGEQVPL 
LLKMKRS KLALS KAIES GDTDL VFT VLLHLKNE LNRG 
DFFMTLRNQPMALSLYRQFCKHQELETLKDLYNQDDN 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










HQELGS FHI RASYAAEERI EGRVAALQTAADAF YKAK 
NEFAAKATEDQMRLLRLQRRLEDELGGQFLDLSLHDT 
VTTLILGGHNKRAEQLARDFRI PDKRLWWLKLTALAD 
LEDWEELEKFSKSKKSPIGYLPFVEICMKQHNKYEAK 
KYASRVGPEQKVKALLLVGDVAQAADVAI EHRNEAEL 
SLVLSHCTGATDGATAD KI QRARAQAQ KK 


2028 


A 


110 


277 


MLLALPLAAPSCPMLCTCYSSPPTVSCQANNFSSVPL 
SLPPSTQRLFLQNNLIRTL 


2029 


A 


1 


359 


I SGES I YWSQKPTPS SNASPWSE PAAVDVELTAYALL 
AQLTKPSLTQKEIAKATSIVAWIiAKQRNAYGGFS STQ 
DTVVALQALAKYATTAYVPSEE INLVVKSTENFQRTF 
NIQAVNRM 


2030 


A 


16 


255 


ARPSCPCSWSFSCCGVSPGA/LVTEAAIFYETQPSLW 
AESESLLKPLAKLMTYFKNSTYLIRLFMIYRCKPVKS 
KKKKRN 


2031 


A 


2 


414 


GKTHTATWELNPWVEYEFRWASNKIGGGEPSLPSE 
KVRTEEAVPEVPPSEVNGGGGSRSELVITWDPVPEEL 
QNGEGFGYVVAFRPLGVTTWIQTVVTSPDTPRYVFRN 
ESIVPYSPYEVKVGVYNNKGEGPFSP 


2032 


A 


3 


438 


SNLHHIjI lnnnqltli s stafddvfaleeldls ynnl 

ETI PWDAVEKMVSLHTLSLDHNMIDNI PKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGI ISPSTF 
ALSFGGNPLHCNCELLWLRRLSREDDLETCASPP 


2033 


A 


3 


438 


SNLHHLILNNNQLTLISSTAFDDVFALEELDLSYNNL 
ETI PWDAVEKMVSLHTLSLDHNMIDNI PKGTFSHLHK 
MTRLDVTSNKLQKLPPDPLFQRAQVLATSGI I S PSTF 
ALSFGGNPLHCNCELLWLRRLSREDDLETCASPP 


2034 


A 


166 


4280 


ASDQSGSQPGDHSAGQANQLKLEDMKSPRRTTLCLMF 
IVIYSSKAALNWNYESTIHPLSLHEHEPAGEEALRQK 
RAVATKSPTAEEYTVNIEISFENASFLDPIKAYLNSL 
SFPIHGNNTDQITDILSINVTTVCRPAGNEIWCSCET 
GYGWPRERCLHNLICQERDVFLPGHHCSCLKELPPNG 
PFCLLQEDVTLNMRVRLNVGFQEDLMNTSSALYRSYK 
TDLETAFRKGYGI LPGFKGVTVTGFKSGSVVVTYEVK 
TTPPSLELIHKANEQWQSLNQTYKMDYNSFQAVTIN 
ESNFFVTPEIIFEGDTVSLVCEKEVLSSNVSWRYEEQ 
QLEIQNSSRFSIYTALFNNMTSVSKLTIHNITPGDAG 
EYVCKLILDIFEYECKKKIDVMPIQILANEEMKVMCD 
NNPVSLNCCSQGNVNWSKVEWKQEGKINI PGTPETDI 
DSSCSRYTLKADGTQCPSGSSGTTVIYTCEFISAYGA 
RGSANI KVTFI SVANLTI TPDPI SVSEGQNFSI KCI S 
DVSNYDEVYWNTSAGI KI YQRFYTTRRYLDGAESVLT 
VKTSTREWNGTYHCI FRYKNS YS I ATKDVI VHPLPLK 
LNIMVDPLEATVSCSGSHHIKCCIEEDGDYKVTFHMG 
S S SLPAAKE VNKKQVC YKHNFNAS S VS WCSKTVDVCC 
HFTNAANNSVWSPSMKLNLVPGENITCQDPVIGVGEP 
GKVIQKLCRFSNVPSSPEE/ SPLGGTITYKCVGSQWG 
\EKRNDCI SAPINSLLQMAKALI KSPSQDEMLPTYLK 
DLSISIDKAEHEISSSPGSLGAIINILDLLSTVPTQV 
NSEMMTHVLSTVNVILGKPVLNTWKVLQQQWTNQSSQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^nknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LLHSVERFSQALQSGDSPPLS FSQTNVQMSSTVI KSS 
HPETYQQRFVFPYFDLWGNWIDKSYLENLQSDS SIV 
TMAFPTLQAILAQDIQENNFAESLVMTTTVSHNTTMP 
FRISMTFKNNSPSGGETKCVFWNFRLANNTGGWDSSG 
CYVEEGDGDNVTCICDHLTSFSILMSPDSPDPSSLLG 
ILLDI I SYVGVGFS ILSIiAACLWEAWWKSVTKNRT 
SYMRHTCIVNIAASLL\VANTWFIGVAAIQDNRYILC 
KTACVAATFFIHFFYLSVFFWMLTLGLMLFYEUiVFIL 
HETSRSTQKAIAFCLGYGCPLAISVITLGATQPREVY 
TRKNVCWLNWEDTKALLAFAI PALI IVWNITITIW 
ITKILRPSIGDKPCKQEKSSLFQISKSIGVLTPLLGL 
TWGFGLTTVFPGTNLVFHI I FAILNVFQGLFILLFGC 
LWDLKVQEALLNKFSLSRWSSQHSKSTSLGSSTPVFS 
MSSPISRRFNNLFGKTGTYNVSTPEATSSSLENSSSA 
SSLLN 


2035 


A 


1 


366 


AFRSDSRLAEHQRVHTGERPYTCNECGKVFSTKAYLA 
CHQKLHTGEKLYECEECDKVYIRKSHLERHRRIHTGE 
KPHKCGDCGKAFNS PS HL I RHQRI HTGQKS YKCHQCG 
KVFSLRSLLAE 


2036 


A 


2 


236 


I SGQEGLQAVLASDYSFAQFRYLQRLLLVHGRWS YFR 
MCKFLCYFFYKNFAFTLVHFWFGFFCGFSAQTVYDQW 
FITL 


2037 


A 


706 


951 


MRCGWGPLGCLGTGAPAGWMVLGSPRSQLQRARWSRA 
SLSAFGWE I RLRPEGPKAPRQLLLVALESETLGVHGG 
ATPLHCL* 


2038 


A 


1242 


433 


PGSPDVNRAWRPPPPPPPPPPAPQPTMSRRKQGKPQ 
HLSKREFSPEPLEAILTDDEPDHGPLGAPEGDHDLLT 
CGQCQMNFPLGDI LI FI EHKRKQCNGSLCLEKAVDKP 
PSPSPIEMKKASNPVEVGIQVTPEDDDCLSTSSRGIC 
PKQEHI ADKLLHWRGLSSPRSAHGALI PTPGMSAEYA 
PQGICKDEPSSYTCTTCKQPFTSAWFLLQHAQNTHGL 
RIYLESEHGSPLTPRVLHTPPFGWPRELKMCGSFRM 
EAREPLSSEKI 


2039 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWIGRGPETKITDKKCSRQQVQLKAECNKG 
YVKVKQVGVNPTS I DSWI GKDQEVKLQPGQVLHMVN 
ELYPYI VEFEEE AKNPGLETHRKRKRSGNSDS I ERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKESLG 
HWSQGLKI SMQD PKMQVYKDEQVWI KDKYPKARYHW 
LVLPWTSI SSLKAVARGTP* TP * AYAHCGGKGDCRFC 
W\SSKLRFRLGYHAIPSMSHVHLHVISQDFDSPCLKN 
KKHWNSFNTEYFLESQAVI EMVQEAGRVTVRDGMPEL 
LKLPLRCHECQQLLPS I PQLKEHLRKHWTQ* FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2040 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWI GRGPETKI TDKKCSRQQVQLKAECNKG 
YVKVKQVGVNPTS I DSWI GKDQEVKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGLETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKESLG 
HWSQGLKI SMQDPKMQVYICDEQVWIICDKYPKARYHW 
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611 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










LVLPWTS I S SLKAVARGT P * TP * AYAHCGGKGDCRFC 
W\ SSKLRFRLGYHAI PSMSHVHLHVI SQDFDSPCLKN 
KKHWNS FNTEYFLE SQAVI EMVQEAGRVTVRDGMPEL 
LKLPLRCHECQQLLPSI PQLKEHLRKHWTQ * FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2041 


A 


2009 


1889 


MHSAMLGTRVNLSVSDFWRVMMRVCWLVRQDSRHQRI 
RLPHLEAWIGRGPETKITDKKCSRQQVQLKAECNKG 
YVKVKQVGVNPTS IDS WI GKDQEVKLQPGQVLHMVN 
ELYPYIVEFEEEAKNPGLETHRKRKRSGNSDSIERDA 
AQEAEAGTGLEPGSNSGQCSVPLKKGKDAPIKKBSLG 
HWSQGLKI SMQDPKMQVYKDEQVWI KDKYPKARYHW 
LVLPWTS IS SLKAVARGTP* TP* AYAHCGGKGDCRFC 
W\SSKLRFRLGYHAI PSMSHVHLHVI SQDFDSPCLKN 
KKHWNS FNTEYFLESQAVI EMVQEAGRVTVRDGMPEL 
LKLPLRCHECQQLLPSIPQLKEHLRKHWTQ* FFFFTV 
LSKFILREKESSGSTQLFHSPTTFPCIRTYAVIVS 


2042 


A 


1464 


775 


KMTTAARPT FE PARGGRGKGEGDLSQLS KQYSSRDLP 
SHTKI KYRQTTQDAPEEVRNRDFRRELEERERAAARE 
KNRDRPTREHTTS S S VS KKPRLDQI PAANLDADDPLT 
DEEDEDFEEESDDDDTAALLAELEKI KKERAEEQARK 
EQEQKAEEERIRMENILSGNPLLNLTGPSQPQANFKV 
KRRWDDDVWKNCAKGVDDQKKDKRFVNDTLRSEFHK 
KFMEKYIK 


2043 


A 


2 


860 


ATTRI RLSGGRSQHEGRVE VQ I GGPGPLRWGLI CGDD 
WGTLEAMVACRQLGLGYANHGLQETWYWDSGNITEW 
MSGVRCTGTELSLDQCAHHGTHITCKRTGTRFTAGVI 
CSETASDLLLHSALVQETAYIEDRPLHMLYCAAEENC 
LASSARSANWPYGHRRLLRFSSQIHNLGRADFRPKAG 
RHSWVWHECHGHYHSMDFFTHYDI LTPNGTKVAEGHK 
AS FCLEDTE CQEDVS KRYECANFGEQGI TVGCWDLYR 
HDIDCQWIDITDVKPGNYILHGVINPT 


2044 


A 


973 


266 


ARGSLCAPAS PLYPVNQLRNVALAQALTPYVFLSDID 
FLPAYSLYDYLRAS I EQLGLGSRRKAALWPAFETLR 
YRFS FPHSKVELLALLDAGTLYTFRYHEWPRGHAPTD 
YARWREAQAPYRVQWAANYEPYVWPRDC PRYDPRFV 
GFGWNKVAHIVELDAQEYELLVLPEAFTIHLPHAPSL 
DISRFRSSPTYRDCLQALKDEFHQDLSRHHGAAALKY 
LPALQQPQS PARG 


2045 


A 


1668 


218 


AWRAQGSRGFSGAGWRPRQAAAMNFSEVFKLSSLLC 
KFS PDGKYLAS C VQYRLWRDVNTLQ I LQLYTCLDQI 
QHIEWSADSLFILCAMYKRGLVQVWSLEQPEWHCKID 
EGS AGLVAS CW S PDGRHI LNTTEFHLRI TVWSLCTKS 
VSYIKYPKACLQGITFTRDGRYMALAERRDCKDYVSI 
FVCSDWQLLRHFDTDTQDLTGIEWAPNGCVLAVWDTC 
LEYKILLYSLDGRLLSTYSAYEWSLGI KSVAWS PSSQ 
FLAVGSYDGKVRILNHVTWKMITEFGHPAAINDPKIV 
VYKEAEKSPQLGLGCLSFPPPRAGAGPLPSSESKYEI 
ASVPVSLQTLKPVTDRANPKIGIGMLAFSPDSYFLAT 
RNDNIPNAVWVWDIQKLRLFAVLEQLSPVRAFQWDPQ 
QPRLAI CTGGSRLYLWS PAGCMS VQVPGEGDFAVLSL 
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612 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *==Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










CWHLSGDSMALLSKDHFCLCFLETEAWGTACRQLGG 
HT 


2046 


A 


231 


1289 


SPTVS FLFFNMETNPSVGTTS AI S I LLARS SRERQLS 
SEGRFSWRL*DASSGERS*RRSESSSWLSS*ERESSV 
SFKHPFKRLFK*SSVSLLSWSSLSPFSSGAIHTSGSS 
MPKSDI*LFPQSTFSEPSESACACGDFPSLSVRSGCC 
SSFNSLFSSWSVGNASEASRSGKRSSFL*ACEYLPSE 
INAGGI RSQ PGEINGSVFDLLERNTLGS SAMPS I LAT 
SWQASV*ASCKRLSSSQASSEBSGPDGLPAVSEDWVW 
SANVASALQSSSSMWSFPAVTERLGESVC\ SPSDDSR 
DCSPGAPLYVGFLYLTLCRDKFYSLKMKKNKLLKIQN 
NTLYRKEKKGHMNMCNTAI F 


2047 


B 


26 


175 


NCGSGDILLKIVKVEHEEMPEAKNVIAVIiEEFMKEAL 
DQSF 


2048 


A 


1 


1386 


RDFVAAS SRRRRAD F PRMTELRQRVAHE PVAP PEDKE 
SESEAKVDGETASDSESRAESAPLPVSADDTPEVLNR 
ALSNLSSRWKNWWVRGILTLAMIAFFFI 1 1 YLGPMVL 
MIIVMCVQIKCFHEIITIGYNVYHSYDLPWFRTLSWY 
FLLSVNYFFYGETVTDYFFTLVQREEPLRI LSKYHRL 
ISFTLYLIGFCMFYLSLVKKHYRIjQFYMFGWTHVTIJj 
IVVTQSHLVIHNIiFEGMIWFIVPISCVIC^JDIMAYMF 
GFFFGRTPLIKLSPKKTWEGFIGGFFATVVFGLLLSY 
VMSGYRCFVCPVEYNNDTNSFTVDCBPSDLFRLQEYN 
IPGVIQSVIGWKTVRMYPFQIHSIALSTFASLIGPFG 
GFFASGFKRAFKIKDFANTIPGHGGIMDRFDCQYLMA 
TFVNVYIASFIRGPNPSKLIQQFLTLRPDQQLHIFNT 
LRSHLI DKGMIjTSTTEDE 


2049 


A 


2 


427 


HSWVSRSCAFEPAWEEGATSQTVATCGGEAVCVIDCQ 
TGIVLHKYKAPGEEFFSVAWTALMVVTQAGHKKRWSV 
LAAAGLRGLVRLLHVRAGFCCGVIRAHKKAIATLCFS 
PAHETHLFTASYDKRI ILWDIGVPNQDYEFQ 


2050 


A 


1 


892 


RTRGRTRGRGTRGGGGGGGTGAGGRGEGSQVPGLSAA 
DQDR* GRGCCS PGGRDRAGGGGG I GQGGDAERRRGEQ 
GEGWGRTPGQKPGRGEAPLWKGRV* GPRWRGGPEAA 
GAAAAQRP PGPVPF PAGGAEPLPALQPI PAAQDIiRGA 
AQKEGPGGR* GG* PGRRGRGPRERASVPAPSGHAGGA 
EEAAGRRPAWPPGAGPVEAAVPGEAHQGGEGVATLP 
GTQEAGGDAGHGQLSDEGRAPGCSARGGADPGVGG*K 
GEGDERRAAGEHSAEAEPGAF*NQDEDPGGPDPGSAS 
Y 


2051 


A 


2 


1086 


FVLCAGACWPLRDRDT/ SPPAHIjCPEVj. fWbJjrtvrlb 
LQCPPRLCSPPTHRLTPPAGCQRPPPAGPIjSVAPASL 
SPSAPALLEA/TSPPWTAGATWSPGRSPATQCWPPSW 
CQTPFPHPETGQLCLVRSLH* PHLS SLGQAGAAG * GG 
PLAPPFPPFLVPFP\P*QVQHPRSPA*GAGPEPAVNI 
PQPL/ PVPPWD* PLTSPPNSTGAPSWPRAGSVS PSP/ 
VLE PRPEQLSGRQGCS SVS S WGAPGGATDRQAAQGPG 
HPSPGRCCPRRTVLGNEPPAGFGLRSLWPRSPPHEVG 
ARLPNGAFGFSVRCLLCFPPWRAEPPHIRIGRATPPG 
PGP/VPSQPSPRGSMPVPRPGAARGQLDGHVQGSRIi 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2052 


A 


3 

t 


1385 


KYESAQPGGTQPEPGLGARMAIHKALVMCLGLPLFLF 
PGAWAQGHVPPGCSQGLNPLYYNLCDRSGAWGIVLEA 
VAGAGI VTTFVLTI ILVASLPFVQDTKKRSLLGTQVF 
FLLGTLGLFCLVFACVEKPDFSTCASRRFLFGVLFAI 
CFSCLAAHVFALNFIiARKNHGPRGWVIFTVALLLTLV 
EVI INTEWLI I TLVRGSGEGGPQGNS S AGWAVAS PCA 
IANMDFVMALIYVMLLLLGAFLGAWPALCGRYKRWRK 
HGVFVLLTTATS VAI WVWI VM YT YGNKQHNS PTWDD 
PTLAIALAANAWAFVLFYVI PEVSQVTKSSPEQSYQG 
DMYPTRGVGYETILKEQKGQSMFVENKAFSMDEPVAA 
KRPVS PYSGYNGQLLTSVYQPTEMALMHKVPSEGAYD 
I ILPRATANSQVMGSANSTIiRAEDMYSAQSHQAATPP 
KDGKNSQVFRNPYVWD 


2053 


A 


2 


555 


MASPAASSVRPPRPKKEPQTLVI PKNAAE EQKLKLER 
LMKNPDKAVPIPEKMSEWAPRPPPEFVRDVMGSSAGA 
GSGEFHVYRHLRRREYQRQDYMDAMABKQKLDAEFQK 
RLEKNKIAAEEQTAKRRKKRQKLKEKKLLAKKMKLEQ 
KKQEGPGQPKEQGSSSSAEASGTEEEEEVPSFTMGR 


2054 


A 


1008 


534 


HEKMAAAWGS SLTAATQRAVTPWPRGRLLTASLGPQA 
RREASSSSPEAGEGQIRLTDSCVQRLLEITEGSEFLR 
LQVEGGGCSGFQYKFSLDTVINPDDRVFEQGGARWV 
DSDSLAFVKGAQVDFSQELI RSSFQVLNNPQAQQGCS 
CGSSFSIKL 


2055 


A 


1492 


528 


THWMTGMCYAPHQVLSYINGVTTSKPGVSLVYSMPS 
RNLSLRLEGLQEKDSGPYS CS VNVQDKQGKSRGHS I K 
TLELNVLVPPAPPSCRLQGVPHVGANVTLSCQSPRSK 
PAVQYQWDRQLPSFQTFFAPALDVIRGSLSLTNLSSS 
MAGVYVCKAHNEVGTAQCNVTLEVSTGPGAAWAGAV 
VGTLVGLGLLAGLVLLYHRRGKALEEPANDI KEDAI A 
PRTLPWPKSSDTISKNGTLSSVTSARALRPPHGPPRP 
GALTPTPSLSSQALPSPRLPTTDGAHPQPISPIPGGV 
SSSGLSRMGAVPVMVPAQSQAGSLV 


2056 


A 


820 


319 


WEFPVLTKAATSGI LSALGNFLAQM I EKKRKKENSR 
SLDVGGPLRYAVYGFFFTGPLSHFFYFFMEHWIPPEV 
PLAGLRRLLLDRLWAPAFLMLFFLIMKFLEGKDASA 
FAAKMRGGFWPALRMNWRVWTPLQFININYVPLKFRV 
LFANLAALFWYAYLASLGK 


2057 


A 


520 


330 


HGCVLSLLPKPQQGFREPVHLTSTC/ PNPTPPVPP* S 
DRYLSNPTQPVPP*SDRYLSNPTPPVSP*SDRYLSNP 
TPPVPP*SDRYLSNRTPPVSP*SDRYLSNPTPPVSP 


2058 


A 


2 


479 


DTGQKGLPGPPGPPGYGSQGIKGEQGPQGFPGPKGTM 
GHGLPGQKGEHGERGDVGKKGDKGE I GE PGS PGKQGL 
QGPKGDLGLTKEEIIKLITEICGCGPKCKETPLELVF 
VI DSSES VGPENFQI I KNFVKTMADRVALDLATARIG 
IINYSHKVEKV 


2059 


A 


503 


1051 


VFLYPFLKWWRDP*RRELPTFHWFLLELAIFTLIEEV 
LFYYSHRLLHHPTFYKKIHKKHHEWTAPIGVI StiYAH 
PIEHAVSNMLPVIVGPIiVMGSHLSSITMWFSLALIIT 
TISHCGYHLPFLPSPEFHDYHHLKFNQCYGVLGVLDH 
LHGTDTMFKQTKAYERHVLLLGFTPLSESIPDSPK 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=T>ossib!e nucleotide 
insertion) 


2060 


A 


1 


716 


ERVGNVCSLEI SNIQKGEGGE YMCHAVNI I GEAKS FA 
NVDIMPQ/RRKSGGTTTSR/ IFVDPNMDSREGEDKEL 
KIDLEVFEMPPRFIMPI CDFKI PENSDAVFKCSVIGI 
PTPEVKWYKEYMCIEPDNIKYVI SBEKGSHTLKIRNV 
CLSDSATYRCRAVNCVGEAI CRGFLTMGDSEI FAVIA 
KKSKVTLSSLMEELVLKSNYTDSFFEFQVGEGPPRFI 
KGI SDCYAP IGTAAYFQCL 


2061 


A 


47 


538 


RVRLRPVFCVMTSQEKTEEYPFADI FDEDETERNFLL 
SKPVCFWFGKPGVGKTTLARYITQAWKCIRVEALPI 
LEEQIAAETESGVMLQSMLI SGQS I PDELVIKLMLEK 
LNSPEVCHFGYI ITEI PSLSQDAMTTLQQIELI KNL\ 
NLKPDVI INI KGVLDF 


2062 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
FQTPGALVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS/WPTAIVNPVRSTAGPGTLGQGSLRKGRSSMRK 
NGSLQRPLQSGIPTLWGSLRRSPT/MGPSASAVPIL 
PATGDPLLPLSRGGGDGVQA/ S PSRGS PPSRASAGAV 
RPGSTPRPAPSLWKTKKSPSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITALLPPNITPPIPPP/ 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
QTDLRRKSALGKATTLVSTASGTQTVFPSK 


2063 


A 


1196 


230 


RARSGLQGAVPLGPTGRSRHSLQTKLPSSPFSERPLV 
FQTPGALVSTPHGRYPPPLCPPKAAFQKVIHGKAVPS 
NPS / WPTAI VNPVRSTAGPGTLGQGSLRKGRS SMRK 
NGSLQRPLQSGIPTLWGSLRRSPT/MGPSASAVPIL 
PATGDPLLPLSRGGGDGVQA/ S PSRGS PPSRASAGAV 
RPGSTPRPAPSLWKTKKS PSRVSLCQNRPHLPHHPSW 
*NQKTQEMASKSKSKP*DFRITAIjLPPNITPPIPPP/ 
AKPEQPATLKASQPEAASLGPEMTVLFAHRSGCHSGQ 
QTDLRRKSALGKATTLVSTASGTQTVFPSK 


2064 


A 


1554 


1358 


EFVMRHKGAKHLRSAAHDLTWFQHYS 1 DVIGFLLTCV 
ATAI FLFTKCFLFSCQKFNKTRKIEKRE 


2065 


A 


793 


279 


HEGASLGVRGGGMADTVLFEFLHTEMVAELWAHDPDP 
GPGGQKMSLSVLEGMGFRVGQALGERLPRETLAFREE 
LDVLKFLCKDLWVAVFQKQMDSLRTNHQGTYVLQDNS 
FPLLLPMASGLQYLEEAPKFLAFTCGLLRGALYTLGI 
ESWTASVAALPVCKFQWIPKS 


2066 


A 


729 


487 


IIFIYLFIFLRWSL/GSVAQAEVQWPHLNSLQAPPPG 
FAPFSCLRLPSSWDYRHLPPCPANFLYFWWRRGFTML 
ARMVLIS* PRDPPASASQGAGIAGMSHCARP*MNYFY 

CLRLPSSWDYRHLPPCPANFLYFWWRRGFTMLARMVL 
IS 


2067 


A 


1 


692 


PGGNRS S S S S CRRCI CTFCTCRSRRRRRSHQ PRRS SW 
GPLQAEVRLEFPSEKRRGSGTRGGRGGSTGVASVGSS 
TWGGTPGLGQTGTWQG/HTGQRGPQLPPHP\RNSFSS 
RHRGSSG\RLSQA\LPEPRGLESGKTGSARGVAAGRH 
QEGEAATGGGPRDIAQQGGCRGSACGRRSHEALRPRV 
WCGEGPQWTW\CAVCPHRSAPGAGLAD\RQHPGESRA 
WGETRLGEAGGAE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 


2068 


A 


114 


1031 


MPLLTLYLLLFWLSGYSIATQITGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKIIiVKTSGSEQE 
VKRDRVS I KDNQKNRTFTVTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 

LTLQLAGTS pqkattklss aqvdqveveyvtmaslpk 

EDI S YASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2069 


A 


114 


1031 


MPLLTLYLLLF WLSGYS I ATQ I TGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAIWRDCKILVKTSGSEQE 
VKRDRVS I KDNQKNRTFTVTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETSSSPTLTGHHLDNRHKLLKLSVLLPLIFTILLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVE YVTMASLPK 
EDI S YASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2070 


A 

1 


114 


1031 


MPLLTLYLLLFWLSGYSIATQITGPTTVNGLERGSLT 
VQCVYRSGWETYLKWWCRGAI WRDCKI LVKTSGSEQE 
VKRDRVS I KDNQKNRTFTVTMEDLMKTDADTYWCGI E 
KTGNDLGVTVQVTIDPASTPAPTTPTSTTFTAPVTQE 
ETS S S PTLTGHHLDNRHKLLKLSVLLPLI FTI LLLLL 
VAASLLAWRMMKYQQKAAGMS PEQVLQPLEGDLCYAD 
LTLQLAGTS PQKATTKLS SAQVDQVEVE YVTMASLPK 
EDI S YASLTLGAEDQEPTYCNMGHLSSHLPGRGPEEP 
TEYSTISRP* 


2071 


A 


51 


1464 


ALPGEFFFRFHPAHKHCHLLP PSLFTNVTTQSE I S S F 
LSFLHFQQVPLRQKPRRKTQGFLTMSRRRI SCKDLGH 
ADCQGWL YKKKEKGSFLSNKWKKFWVI LKGS SL YWYS 
NQMAEKADGFVNLPDFTVERASECKKKHAFKI SHPQI 
KTFYFAAENVQEMNVWLNKLGSAVIHQESTTKDEECY 
SESEQEDPEIAAETPPPPHASQTQSLTAQQASSSSPS 
LSGTS YS F S SLENTVKTPS S FPS SLS KERQSLPDTVN 
SLSAAEDEGQPITFAVQVHSPVPSEAGIHKALENSFV 
TSESGFLNSLSSDDTSSLSSNHDHLTVPDKPAGSKIM 
DKEETKVS EDDEMEKLYKSLEQASLS PLGDRRPSTKK 
ELRKSFVKRCKNPSINEKLHKIRTLNSTLKCKEHDLA 
MINQLLDDPKLTARKYREWKVMNTLLIQDIYQQQRAS 
PAPDDTDDTPQELKKSPSSPSVENSI 


2072 


A 


87 


477 


IKSKLNQQVEVQESEWRLTEAKGPTMGKESGWDSGRA 
AVAAWGGWAVGTVLVALSAMGFTSVGI AAS S I AAK 
MMS TAAI ANGGGVAAGSLVAI LQS VGAAGLSVTS KVI 
GGFAGTALGAWLGSPPSS 


2073 


A ! 


87 


477 


IKSKLNQQVEVQESEWRLTEAKGPTMGKESGWDSGRA 
AVAAWGGWAVGTVLVALSAMGFTSVGI AAS S I AAK 
MMSTAAI ANGGGVAAGSLVAI LQS VGAAGLSVTS KVI 
GGFAGTALGAWLGSPPSS 


2074 


A i 


112 


483 


AGVGALRMVQRLTYRRRLSYNTASNKTRLSRTPGNRI 
VYLYTKKVGKAPKSACGVCPGRLRGVRAVRPKVLMRL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possibIe nucleotide 
insertion) 










S KTKKHVSRAYGGSMCAKC VRDRI KRAFL I EEQKI W 
KVLKAQAQSQKAK 


2075 


A 


2 


446 


FQNMTCELHLTCSVEDADDNVSFRWEALGNTLSSQPN 
LTVSWDPRI SSEQDYTCIAENAVSNLSFSVSAQKLCE 
DVKIQYTDTKMILFMVSGICIVFGFI ILLLLVLRKRR 
DSLSLSTQRTQGPAESARNLE YVS VS PTNNTVYASVT 


2076 


A 


1208 


249 


VGWSVHRYVLLHHVMGGLEGMQGAWGYVQGGMGALSD 
AI AS S ATTHGAS I FTEKTVAKVQVN S EGCV QGWLED 
GTETOSKMVLSNTSPQITFLKLTPQEWLPEEFLERIS 
QLDTRSPVTKIN/V*EAHHIAALSPLTHLSEKPPGWG 
Q/HELSHHLH/CPDLQPVSPCSLVRSGRRQAAQ/ PSW 
RPPMLPGASRCPITNAPST*TVKTPSSFIRPLKMPWM 
ACLPTVFDCIEVYAPGFKDSWGRDILTPPDLERIFG 
LPGGNI FHCAMSLDQLYFARPVPLHSGYRCPLQGLYL 
CGSGAHPGGGVMGAAGRNAAHVAFRDLKSM 


2077 


A 


38 


376 


MALGVPISVYLLFNAMTALTEEAAVTVTPPITAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAI CRCFTGYTGERCLKLKSPYNVCSGERRP 
L* 


2078 


A 


38 


376 


MALGVPI SVYLLFNAMTALTEEAAVTVTPP I TAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAI CRCFTGYTGERCLKLKSPYNVCSGERRP 
L* 


2079 


A 


38 


376 


MALGVPI SVYLLFNAMTALTEEAAVTVTPPI TAQQGN 
WTVNKTEADNIEGPIALKFSHLCLEDHNSYCINGACA 
FHHELEKAI CRCFTGYTGERCLKLKSPYNVCSGERRP 
L* 


2080 


A 


1 


675 


MAPPLRPLARLRPPGMLLRALLLLLLLSPLPGLREGI 
GELITPIGTSLPDLDPARRRWEGGIGRVGSEVADLCP 
GKEGGKVPEAEKEGWCFSELSFVKEPQDVTVTRKDP 
VVLDCQAHGE VPI KVTWLKNGAKMS ENKRI E VLSNGS 
LYISEVEGRRGEQSDEGFYQCLAMNK\F*AILNQKAH 
LALSRIGST*RRRPDRP*EDEAFVMTTHCFQDLLTSL 
IES 


2081 


B 


1 


3147 


MAKI SASRAEKVLEHPGEREKGREMAS PWNHS I LALA 
AVWI ISMVLLGRSIQASRKEKMQPPEKETPEVLHLD 
EAKDHNSLNNLRETLLSEKPNLAQVELELKERDVLSV 
FLPDVPETESYISWNMALPPFFGQGRPGPPPPQPPP 
LALFGCPPPPLPSPAFPPPLPQRPGPFPGASAPFLQP 
PLALQPRASAQASRGGGGAGAFYPVPPPPLPPPPPQC 
RPFPGTDAGERPRPPPPGPGPPWSPRWPEAPPPPADV 
LGDAALQRLRDRQWLEAVFGT PRRAGCPVPQRTHAGP 
SLGEVRARLLRALRLVRRLRGLSQALREAEADGAAWV 
LLYSQTAPLRAELAERLQPLTQAAYVGEARRRLERVR 
RRRLRLRERAREREAEREAEAARAVEREQE I DRWRVK 
CVQEVEEKKRFFCE I LTDELVLWE PSGRPQ PQQLQ I L 
TAMSTSTFYDKELKTARENKEEELIDKLEWTMPSPS 
PKGLPVKQYAVQSQLPVYEWPDVGSGEYDVGWASFG 
RLLNEALILKFPYSALGGSGS PAPLTRLAS PAAPQDG 
QVDLEGRALRPAARAGFSKHRGHGDALDGHAGLRPEL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










HAPLTVVADGLFSKFRKSLVSNKVSVSSHFVGFLMKH 
DFSLERTALFWVEAAGQGPS PYQCGD PGTASAPPAWL 
LLVSPEHGLAPAPTTIRDPEAGHQERPEEEGEDEAEA 
SSGSEEEPAPSSLQPGSPASPGPGRRLCSLDVLRGVR 
LELAGARRRLSEGKLVSRPRALLHGLRGHRALSLCPS 
PAQSPRSAS PPGPAPQHPAAPAS PPRPSTAGAI PPLR 
SHKPTVAIYITTKRLPYFPIVNFLFLIAQLPKLQYNK 
NVALTVKFLTKRFI SEYDPNLGMVCRKPTDPVDWPPL 
VLGLLTLMKQFHSRYTEQFLALIGQFICSTVEQCTRQ 
VTKAEGVALAGRFGCLFFEVSACLDFEHVQHVFHEAV 
REARRELEKSPLTPPLFISEBRALPHQAPLTARHGLA 
SCTFNTLSTINLKEMPTVAQAKLVTVKSSRAQSKRKA 
PTLTLLKGFKIF 


2082 


A 


85 


839 


RSGSLMAAAAATKILLCLPLLLLLSGWSRAGRADPHS 
LCYDI TVI PKFRPGPRWCAVQGQVDEKTFLHYDCGNK 
TVTPVS PLGKKLNVTTAWKAQNPVLREVVDI LTEQLR 
DIQLENYTPKEPLTLQARMSCEQKAEGHSSGSWQFSF 
DGQI FLLFDSEKRMWTTVHPGARKMKEKWENDKVVAM 
SFHYFSMGDCI GWLBDFLMGMDS TLE PS AGAPLAMS S 
GTTQLRATATTLILCCLLILLPCFILPGI 


2083 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGS PVP* I SWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TC YAQNTLGKDEMKVHLTVI TAAPRI RQSNKTNKRI K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFS I DRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
DWS KPPLINGLYTNRTVI katavrhs kkhfdcraeg 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
VRLSDSADF I CVARNEGGES VLWQLEVLEMLRRPTF 
RNPFNEKI VAQIjGKSTALNCSVDGNPPPEI I WI LPNG 
TRFSNGPQS YQYLI ASNGSFI I SKTTREDAGKYRCAA 
RNKVGYIEKLVILEIGQKPVILTYAPGTVKGISGESL 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYILHD 
NGTLVI KEATAYDRGNYI CKAQNS VGHTL ITVPVMI V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGS EQLHLQGTLVIQN PQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2084 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGS PVP* IS WSLLDGTM I 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TCYAQNTLGKDEMKVHLTVITAAPRIRQSNKTNKRIK 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SFSIDRYT 
FHANGS LTI NKVKLLDSGE YVCVARNPSGDDTKMYKL 
DWSKPPLINGLYTNRTVIKATAVRHSKKHFDCRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
VRLSDSADFICVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEIIWILPNG 
TRFSNGPQS YQYLI ASNGSFI I SKTTREDAGKYRCAA 
RNKVGYI EKLVILEI GQKPVI LTYAPGTVKGI S GE SL 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYILHD 
NGTLVI KEATAYDRGNYI CKAQNS VGHTLI TVPVMI V 
AYPPRITNRPPRSIVTRTGAAFQLHCVALGVPKPEIT 
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TABLE 7 



SEQ 

m 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2085 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* ISWSLLDGTMI 
NNAMQADDS GHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TC YAQNTLGKDEMKVHLTVI TAAPRIRQSNKTNKRI K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI SPSIDRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
DWSKPPLINGLYTNRTVI KATAVRHSKKHFDCRAEG 
TPSPEVMWIMPDNIFLTAPYYGSRITVHKNGTLEIRN 
VRLSDSADFICVARNEGGESVLVVQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEI I WILPNG 
TRFSNGPQS YQYLI ASNGS FI I SKTTREDAGKYRCAA 
RNKVGYI EKLVILEI GQKPVI LTYAPGTVKGI SGESL 
SLHWSDGIPKPNIKWTMPSGYVVDRPQINGKYILHD 
NGTL VI KEATAYDRGNYI CKAQNS VGHTLI TVPVMI V 
AYP PRI TNRPPRS I VTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2086 


A 


180 


275 


MEEPQSDPSVEPPLSQETFSDLWKLLSENNVL 


2087 


A 


47 


1147 


MASMAAVLTWALALLSAFSATQARKGFWDYFSQTSGD 
KGRVEQIHQQKMAREPATLKDSLEQDLNNMNKFLEKL 
RPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYM 
AEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQ 
EQLRWGEDTKAQLLGGVDEAWALLQGLQSRVVHHTG 
RFKELFHPYAESLVSGIGRHVQELHRSVAPHAPASPA 
RLSRCVQVLSRKLTLKAKALHARIQQNLDQLREELSR 
AFAGTGTEEGAGPDPQMLSEEVRQRLQAFRQDTYLQI 
AAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDS 
GKVLSKLQARLDDLWEDITHSLHDQGHSHLGDP * 


2088 


A 


47 


1147 


MASMAAVLTWALALLSAFSATQARKGFWDYFSQTSGD 
KGRVEQIHQQKMAREPATLKDSLEQDLNNMNKFLEKL 
RPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYM 
AEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQ 
EQLRWGEDTKAQLLGGVDEAWALLQGLQSRWHHTG 
RFKELFHPYAESLVSGI GRHVQELHRSVAPHAPAS PA 
RLSROTQVLSRKLTLKAKALHARIQQNLDQLREELSR 
AFAGTGTEEGAGPDPQMLS EE VRQRLQAFRQDTYLQI 
AAFTRAI DQETEEVQQQLAPP PPGHSAFAPEFQQTDS 
GKVLSKLQARLDDLWEDITHSLHDQGHSHLGDP* 


2089 


A 


1199 


329 


DFGEFMRENRLTPFLDPRYKIDGSLEVPLERAKDQLE 
KHTRYWPMI ISQTTI FNMQAWPLASVI VKESLTEED 
VLNCQKTI YNLVDMERKNDPLPI STVGTRGKGPKRDE 
QYRIMWNELETLVRAHINNSEKHQRVLECLMACRSKP 
PEE EERKKRGRKREDKED KS E KAVKD YEQE KSWQDSE 
RLKGI LERGKEEIiAEAE 1 1 KDS PDS PEPPNKKPLVEM 
DETPQVEKS KGPVSLLSLWSNRINTANSRKHQEFAGR 
LNSVNNRAELYQHLKEENGMETTENGKASRQ 


2090 


A 


3 


456 


RWNSIMELALLCGLVVMAGVI PIQGGILNLNKMVKQV 
TGKMPILSYWPYGCHCGLGGRGQPKDATDWCCQTHDC 
CYDHLKTQGCGIYKDYYRYNFSQGNIHCSDKGSWCEQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










QLCACDKEVAFCLKRNLDTYQKRLRFYWRPHCRGQTP 
GC 


2091 


A 


27 


489 


EGEEPRD* PKMPLTPEPP/ VWARGGAPRMGSSPMALT 
ALWALHPHHAGPGHPGCALHPHHRCVG* TPVPPCSPP 
RPQPPCTHPGVAPRRRAVD*AHGHRPRAL*GLVWLCG 
PPADRSGP*ASHPATWAPRPYWRSQPGAPSGGPSPGR 
GGPPPQA 


2092 


A 


2022 


617 


VI PPVLTARGPRPRGAGAMVRGRI SRLSVRDVRPPTS 
LGGHGADAMHTDPDYSAAYWIETDAEDGI KGCGI TF 
TLGKGTEVWCA WALAHHVLN KDLKD I VGDFRGFYR 
QLTSDGQLRWIGPEKGWHLATAAVIiNAVWDLWAKQE 
GKPVWKLLVDMD PRML VS C I DFRYI TDVLTEEDALEI 
LQKGQIGKKEREKQMLAQGYPAYTTSCAWLGYSDDTL 
KQLCAQ ALKDGWTRF KVKVGADLQDDMRR CQ I IRDMI 
GPEKTLMMDANQRWDVPEAVEWMSKIiAKFKPLWIEEP 
TSP*LTFLGHATl\SKALVPFRELGICTRENSCHNRV 
I FKQLLQAKALQFLQIDSCRLGS VNENLS VLLMAKKF 
EIPVCPHAGGVGLCELVQHLIIFDYISVSASLENRVC 
EYVDHLHEHFKYPVMIQRASYMPPKDPGYSTE\LKEE 
SCKRNTQYPQMGEVWEETPFPAQEN 


2093 


A 


63 


193 


SGRLAPHTSRRTSANCSDDAKSSDS CS PSRKT* WSGR 
NTNRIH 


2094 


A 


1404 


142 


I PGSTI S WS PAAARGLSVCRCCRLHPASAMDLFGDLP 
EPERSPRPAAGKEAQKGPLLFDDLPPASSTDSGSGGP 
LLFDDLPPASSGDSGSLATSI SQMVKTEGKGAKRKTS 
EEEKNGSEELVEKKVCKAS S VI FGLKGYVAERKGERE 
EMQDAHVI LNDI TEECRPPS S LI TRVS YFAVFDGHGG 
I RASKFAAQNLHQNLI RKFPKGDVI SVEKTVKRCLLD 
TFKHTDEEFLKQASSQKPAWKDGSTATCVLAVDNILY 
IANLGDSRAILCRYNEESQKHAALSLSKEHNPTQYEE 
RMRIQKAGGNVRDGRVLGVLEVSRS IGDGQYKRCGVT 
SVPDIRRCQLTPNDRFILLACDGLFKVFTPEEAVNFI 
LSCLEDEKIQTREGKSAADARYEAACNRLANKAVQRG 
S ADNVTVMWRI GH 


2095 


A 


2 


541 


FVGHCVNTEGGFVCERGPGMRVSADRHS CQDTDECLG 
TPCQQRCKNSIGSYKCSCRTGFHLHGNRHSCV/DYTP 
RI PLC S P I FLAAFAPLDVNECRRPLERRVCHHSCHNT 
GGS FLCTCRPGFRLRADRVS CE / DFPESRAGPI CHPA 
TPVTPVQE / C YCCLLRPHGLPCAQDI DLLLGLQGHQ 


2096 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLISLDSRLHTPMYFFLSHLAW 
NIAYACNTVPQMLVNLLHPAKPISFAGCMT*TFLFLS 
FAHTECLLLVLMSYDRYVAI CHPLRYFI IMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LSVLRLAC ADTWLNQ WI FAACMFI LVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVEVKGALRRALCKESHS 


2097 


A 


1206 


2266 


RHLLTI FHKLKI YKTINKIDFKKKRVTQLLVFCLFLC 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLISLDSRLHTPMYFFLSHLAW 
NI AYACNTVPQMLVNLLHPAKPI SFAGCMT* TFLFLS 
FAHTECLLLVLMS YDRYVAI CHPLRYFI IMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
ILSVLRLACADTWLNQWT FAACMFILVGPLCLVLVS 
YSHILAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVEVKGALRRALCKESHS 


2098 


A 


276 


243 


EKWPD* SRAACPVLCRGNGQYS KGRCLCFSGWKGTEC 
DVPTTQCIDPQCGGRGICIMGSCACNSGYKGESCEEA 
PRYIPEKE 


2099 


A 


4 


770 


RETGSVSLS PSGLEGAE S YAVS PI LYS S PDVKELWLE 
TLQGQRHSHTGVKSTPGQSAAILMKLRSSHNASKTLN 
ANNMETLIECQSEGDIKEHPLIiASCESEDSICQLIEV 
KKRKKVLSWPFLMRRLSPASDFSGALETDLKASLFDQ 
PLSIICGDSDTLPRPIQDILTILCLKGPSTEGIFRRA 
ANEKARKELKEELNSGDAVDLERLPVHLLAWFKDFL 
RSI PRKLLSSDLFEEWMGALEMQDEEDRI EALK 


2100 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPSSW\DYRHVLPRQANFCI F/M*RRGFTMLARMVSI 
S* PRDLPALASQSAGITGVSHHAPPQMDFTFALLCFA 
LKGCLPRQKEGGTLNLI 


2101 


A 


901 


521 


FFFGNGVS PCRQAGV* WHDLDSLQNIiPPGFKRF S YLS 
LPSSW\DYRHVLPRQANFCIF/M*RRGFTMLARMVSI 
S * PRDLPALASQSAGITGVSHHAPPQMDFTFALLCFA 
LKGCLPRQKEGGTLNLI 


2102 


A 


3 


600 


PRCRNS ARVADTF YTNAGCTLVALNPFKPVPQLYS PB 
LMRE YHAAPQPQKLKPHVFTVGEQTYRNVKSLI EPVN 
QSIWSGESGAGKTWTSRCLMKFYAWATSPASWESH 
KIAERIEQRILNSNPVMEAFGNACTLRNNNSSRFGKF 
IQLQLNRAQQMTGAAVQTYLLEKTRVACQAS SERNKD 
PI PPELTRLLQQSQ 


2103 


A 


3 


600 


PRCRNSARVADTFYTNAGCTLVALNPFKPVPQLYS PE 
LMRE YHAAPQPQKLKPHVFTVGEQTYRNVKSLI EPVN 
QSIWSGESGAGKTWTSRCLMKFYAWATSPASWESH 
KIAERIEQRILNSNPVMEAFGNACTLRNNNSSRFGKF 
IQLQLNRAQQMTGAAVQTYLLEKTRVACQASSERNKD 
PI PPELTRLLQQSQ 


2104 


A 


10 


435 


FKWLLKSHAI CFWTRS * SYCDNVCVPSLWAHHLGIRT 

nmnnnT CVT7T PTC T T Till T?TVD DOT DT.TOPOTP# PA ♦ 

EDKLEQK*ALGAAQFTLPGMDVFVCFVFCF/ CLFEME 
SHSVT*ARVQWCDLGSLQPLPLGFKQFSCLGL 


2105 


A 


79 


1222 


CQRREDAAEFWLCFALDPSKDPCLKVKCSPHKVCVTQ 
DYQTALCVSRKHLLPRQKKGNVAQKHWVGP SNLVKCK 
PCPVAQSAMVCGSDGHSYTSKCKLEFHACSTGKSLAT 
LCDG\PCPCLPEP\EPPKHKGRKGVPCTDKELRNLAS 
RLKDWFGALHEDANRVI KPTSSNTAQGRFDTSILPI C 
KDSLGWMLNKLDMNYDLLLDPSEINAIYLDKYEPCIK 
PLFNSCDSFKDGKPFLNNEWCLLPSQNPGGLP/CAQN 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unlaiown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










EMNRI Q\ KLSKGKSLLGAFI PRCNEEGYYKATQCHGS 
TGQCWCVDKYGNELAGSRKQGAVSCEEEQETSGDFGS 
GGSVVLLDDLEYERELGPKDKEGKLRVHTRAVTEDDE 
DEDDDKEDE VGYI W 


2106 


A 


174 


857 


MLNLAFTVGSPLLSAITLPLGIVMDKYGPRKLRLLGS 
ACFAVSCLLIAYGASKPNALSVLIFIALALNGFGCTC 
MTFTSLTLPNMFGDLRFTFIALMIGSYASSAVTFPGI 
KLIYDAGVSFIWLWWAGCSGLVFLNCFFNWPLEPF 
PGPEDMDYSVKIKFSWLGFDHKITGKQFYKQVTTVGR 
RliSVGSSMRSAKEQVALQEGHKLCLSTVDRNSXRSXA 
LVSGYP 


2107 


A 


174 


857 


MLNLAFTVGSFLLSAITLPLGIVMDKYGPRKLRLLGS 
ACFAVSCLLIAYGASKPNALSVLIFIALAIjNGFGGMC 
MTFTSLTLPNMFGDLRFTFI ALMI GS YASSAVTF PGI 
KLIYDAGVSFIWLWWAGCSGLVFLNCFFNWPLEPF 
PGPEDMDYS VKI KFSWLGFDHKI TGKQFYKQVTTVGR 
RLS VGS SMRS AKEQVALQEGHKLCLST VDRNSXRSXA 
LVSGYP 


2108 


A 


1 


570 


YAAFGAWTRVSLPAPRCPALGGLASGPGESGPALLQ 
VCGAKCPGGAPRGENREKEETTRI GPGVMESKEKRAV 
NSLSMENANQENEEKEQVANKGEPLALPLDAGEYCVP 
RGNRRRFRVRQPI LQYRWDMMHRLGE PQARMREENME 
RIGEEVRQLMEKLREKQLSHSLRAVSTDPPHHDHHDE 
FCLMP 


2109 


A 


70 


993 


SEQKI QEQGYVWI TVFS ALPTTVSALHPRVLKPLSSL 
IHLQANSNPWECNCKLLGLRDWIiASSAITLNIYWQNP 
PSMRGRALRYINITNCVTSSINVSRAWAWKSPHIHH 
KTTALMMAWHKVTTNGSPLENTETENITFWERI PTSP 
AGRFFQENAFGNPLETTAVIjPVQI QLTTS VTLNLEKN 
SAIiPNDAASMSGKTSLICTQEVEKLNEAFDILLAFFI 
LACVLI I FLI YKWQFKQKLKASENSRENRLEY YS FY 
QSARYNVTASI CNTS PNSLES PGLEQIRLHKQI VPEN 
EAQVILFEHSAL 


2110 


C 


160 


297 


M I LCHLMQA P YHLKVS WE PTD P PTL WKCWTNVS TNPP 
LSALRGHR 


2111 


A 


2 


951 


PRVRPRVRPRVRSSRPRSRDPSPRRARLRWQLRWKPR 
WCPRPPKTPGVWKRPRTRPRS SAGGSTGFPS S PILRR 
S PSTRRRS SRKAS PTATRATGTPPRQAQRKTARAAGR 
RRASPGI ATAGTRSMI SM\RPGRKPSNPSWEGRTNEE 
TSSLSRLKPVSPGTITCPLRTPGSLLKDSKI PI SIKH 
LTNLPSSHPWHQQPSRSEMPRTKI PVSKVLVRRVSN 
RGLAGTTI RATACHDSAQKWRSSRPRWMGPMPRNTT 
FPWETTKVSFAFPKESLL/WTPPVPRPAPERGPRRSL 
CPE *GPDNTRKRDATRGFLLSR 


2112 


A 


82 


435 


MLVLLPRSKAMPLLSVNVTLAFFPRNKEIVKYLLNQG 
ADVTLRAKNGYTAFDLVMLLNDPDI FGGELIGFLS W 
TELVRLLAS VFMQVNKDI GRRSHQLPLPHS KVPTALE 
HPSAAR* 


2113 


A 


83 


1138 


PRRMGSWVQLITSVGVQQNHPGWTVAGQFQEKKRFTE 
E VI E YFQKKVS PVHLKI LLTSDEAWKRFVRVAELPRE 
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ID 
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beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










EADALYEALKNLTPYVAI EDKDMQQKEQQFREWFLKE 
F PQI RWKIQES I ERLRVI ANEI EKVHRGCVI ANWSG 
STGI LSVIGVMLAPFTAGLSLS I TAAGVGLGI ASATA 
GI AS S I VENTYTRS AELTASRLTATS TDQLEALRDIL 
HDITPNVLSFALDFDEATKMIANDVHTLRRSKATVGR 
PLIAWRYVPINVVETLRTRGAPTRIVRKVARNLGKAT 
SGVLVVLDVVNLVQDSLDLHKGEKSESAELLRQWAQE 
LEENLNELTHIHQSLKAG 


2114 


A 


83 


1138 


PRRMGS WVQL I TSVGVQQNHPGWTVAGQFQE KKRFTE 
EVI E YFQKKVS PVHLKI LLTSDEAWKRFVRVAELPRE 
EADALYEALKNLTP.YVAI EDKDMQQKEQQFREWFLKE 
FPQIRWKJQES I ERLRVI ANEI EKVHRGCVI ANWSG 
STGI LSVIGVMLAPFTAGLSLS I TAAGVGLGI ASATA 
GI AS S I VENTYTRS AELTASRLTATS TDQLEALRD I L 
HD I T PNVLS F ALDFDEAT KM I ANDVHTLRRS KATVGR 
PLIAWRYVPINVVETLRTRGAPTRIVRKVARNLGKAT 
SGVLVVLDVVNLVQDSLDLHKGEKSESAELLRQWAQE 
LEENLNELTHIHQSLKAG 


2115 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPISPSGPFQI 
I FEGVRGPGYLGDIAI DDVTLKKGECPRKQTDPNKW 
VMPGSGAPCQS S PQLWGPMAI FLLALQR 


2116 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPI SPSGPFQI 
I FEGVRGPGYLGDIAI DDVTLKKGECPRKQTDPNKW 
VM PGSGAPCQS S PQLWGPMAI FLLALQR 


2117 


A 


554 


970 


MVLPFICNLLRRHPACRVLVHRPHGPELDADPYDPGE 
EDPAQSRALESSLWELQALQRHYHPEVSKAASVINQA 
LSMPEVSIAPLLELTAYEIFERDLKKKGPEPVPTGVL 
SQPRACWDGRVKLCAQHFHAQLTLAHL* 


2118 


A 


1 


541 


VHVCSSKMGALSTERLQYYTQELGVRERSGHSVSLID 
LWGLLVEYLLYQEENPAKLS DQQEAVRQGQNPYPI YT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGSELFMGRLLQLQPEPRICYLQGMWGSAFATSLDEI 
FLKTAGSGLS FLEWYRGS VNI TDDCQKPQLHN 


2119 


A 


1 


541 


VHVCSSKMGALSTERLQYYTQELGVRERSGHSVSLID 
LWGLLVEYLLYQEENPAKLSDQQEAVRQGQNPYPIYT 
SVNVRTNLSGEDFAEWCEFTPYEVGFPKYGAYVPTEL 
FGSELFMGRLLQLQPEPRICYLQGMWGSAFATSLDEI 
FLKTAGSGLS FLEWYRGS VNI TDDCQKPQLHN 


2120 


A 


1 


1524 


PHPSGPRITHSHARETACQP/ GSEQHPGPHGGQLPRG 
GRQGPELPSHVCRAQA\GRTGQEPSSERPHAGQGAGL 
WSGS PWGRGRTQPTHAPTEGATPRC PLRPS PRGSGRA 
GPTLIRAGLSGGRGGRSLCPCGFPRAGAVPARS SHNQ 
TSPVHEKSRH/ GPTASGPGCWWLGDPQGRRVPGLAVP 
*APAAGTPMDKLPGLHLPEQRLPSIGGPFSAGLSPSG 
QSREWQGGSQGSRSRQFSKKAPGPPPS\TGGGCLGCG 
GRGT\ RGS AHAG\ PWGS PHQQGS * GAPGSQAKGGTP* 
RKPAPANGS S EEQEEARGPQGLEVS SSQTSASHAGLG 
LQGNSTRGVGPGPRPPAEPTTGRSWARSRVNPD*EQA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










SGA*VRSGSRSPGDALESSCNAPAWLQLCSAPCALGS 
REPGQGLAVTQTLCGPQSLGHPRBSHKTRPRYEAATS 
SACLGLALTGTFSVEETEMFMTRQRPTGRDLQRGTRP 
QGWQGPVPGTSHYGRARPALGEASDKQEANGA 


2121 


A 


233 


692 


DNHPSFPRLPSSRPGTKEVLKEIHI SDTTADVI FYPI 
YRMSEMI FRRI KMPWLWLDLWYLMFKEGWEHKKSLKI 
LHTFTNS VIAE RAN EMNANEDCRGDGRGS APS KNKRR 
AFLDLLLSVTDDEGNRLSHEDI REEVDTFMFEVLYIV 
RFRYH 


2122 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GSSVRLKCVASGHPRPDITWMKDDQALTRPEAAEPRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTI DVGGQKFWLPTGDVW 
SRPDGSYLNKLLITRARQDDAGMYICLGANTMGYSFR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 
AVFILGTLLLWLCQAQKKPCTPAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2123 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GSSVRLKCVASGHPRPDITWMKDDQALTRPEAAEPRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPVNTTVDFGGTTSFQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTI DVGGQKFVVLPTGDVW 
SR PDGS YLNKLL I TRARQDD AGM YI CLGANTMGY S FR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 
AVFI LGTLLLWLCQAQKKPCT PAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2124 


A 


2 


1115 


PRVRSSGGQEDPASQQWARPRFTQPSKMRRRVIARPV 
GSSVRLKCVASGHPRPDITWMKDDQALTRPEAAEPRK 
KKWTLSLKNLRPEDSGKYTCRVSNRAGAINATYKVDV 
IQRTRSKPVLTGTHPVNTTVDFGGTTS FQCKVRSDVK 
PVIQWLKRVEYGAEGRHNSTI DVGGQKFVVLPTGDVW 
SRPDGS YLNKLLITRARQDDAGMYI CLGANTMGYS FR 
SAFLTVLPDPKPPGPPVASSSSATSLPWPWIGIPAG 
AVFI LGTLLLWLCQAQKKPCT PAPAPPLPGHRPPGTA 
RDRSGDKDLPSLAALSAGPGVGLCEEHGSPAAPQHLL 
GPGPVAGPKLYPKLYTGHSTPHTYTHPPPSCQLNSSH 
S 


2125 


A 


3 


644 


PNWKRNPSLF* KVFPFMKKW/ QRGSLLPPKSLDYDR 
FSRN/DTPLGRVS I PLNKVDLTQMQTFWKDLKPCSDG 
SGSRGELLLSLCYNPSANSI I VNI I KARNLKAM\DIG 
GTSDP\YVKVWL\MYK\DKRV\EKKKTVT\MKRNLNP 
\ I FNESFAFDI PTEKLRETTI I ITVMDKDKLSRNDVI 
GKIYLSWKSGPGEVKHWKDMIARPRQPVAQWHQLKA 


2126 


A 


193 


883 


IMPCAQRSWLANLSWAQLLNFGALCYGRQPQPGPVR 
FPDRRQEHF I KGLPE YHWGPVRVDASGHFLS YGLHY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










PITS SRRKRDLDGSBDWVYYRI FHEEKDLFFNLTVNQ 
GFLSNSYIMEKRYGNLSHVKMMASSAPLCHLSGTVLQ 
QGTRVGTAALSACHGLTGFFQLPHGDFFIEPVKKHPL 
VEGGYHPHIVYRRQKVPETKEPTCGLKGIVTHMSSWV 
EESVLFFW 


2127 


A 


87 


477 


I KSKLNQQVEVQE SEWRLTEAKGPTMGKESGWDSGRA 
AVAAWGGWAVGTVLVALSAMGFTS VGI AAS S I AAK 
MMSTAAI ANGGGVAAGSLVAI LQSVGAAGLSVTSKVI 
GGFAGTALGAWLGS PPSS 


2128 


A 


1993 


1379 


SLHLSERADWQYSQRAG/DAVEVFFSRTARDNRLGCM 
FVRCAPSSRYTLLFSHGMAVDLGQMCSFYIGLGSRIN 
CNIFSYDYSGYGVSSGKPSEKNLYADIDAAWQALRTR 
YGVS PEN 1 1 LYGQS I GTVPTVDLASRYE CAAVI LHS P 
LMSGLRVAF PDTRKTYCFDAFPS IDKI SKVTS PVLVI 
HGTEDEVI DFSHGLAMYERCPRAVEPLWVEGAGHNDI 
ELYAQYLERLKQFI SHELPNS *RQSK 


2129 


A 


1993 


1379 


SLHLSERADWQYSQRAG/DAVEVFFSRTARDNRLGCM 
FVRCAPSSRYTLLFSHGNAVDLGQMCSFYIGLGSRIN 
CNI FSYDYSGYGVSSGKPSEKNLYADIDAAWQALRTR 
YGVS PENI I LYGQS I GTVPTVDLASRYECAAVI LHS P 
LMSGLRVAF PDTRKTYCFDAF PS IDKI SKVTS PVLVI 
HGTEDEVI DFSHGLAMYERCPRAVEPLWVEGAGHNDI 
ELYAQYLERLKQF I SHELPNS * RQSK 


2130 


A 


3 


383 


PPGPKGDQGDEGKEGRPGIPGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMMI RLVNGSGPHEGRVEVYHDRRWGTV 
CDDGWDKKDGDWCRM 


2131 


A 


3 


383 


PPGPKGDQGDEGKEGRPGI PGLPGLRGLPGERGTPGL 
PGPKGNDGKLGATGPMGMRGFKGDRGPKGEKGEKGDR 
AGDASGVEAPMMI RLVNGSGPHEGRVEVYHDRRWGTV 
CDDGWDKKDGDWCRM 


2132 


A 


1 


2789 


GIRTSSPKTEGKHEETVNKESDMKVPTVSLKVSESVI 
DVKTTMES I SNTSTQSLTAETKD I ALEPKEQKHEDRQ 
SNTPSPPVSTFSSGTSTTSDIEVLDHESVISESSASS 
RQETTDSKSSLHLMQTSFQLLSASACPEYNRLDDFQK 
LTESCCSSDAFERIDSFSVQSLDSRSVSEINSDDELS 
GKGYALVPI IVNSSTPKSKTVESAEGKSEEVNETLVI 
PTEEAEMEESGRSATPVNCEQPDILVSSTPINEGQTV 
LDKVAEQCEPAESQPEALSEKEDVCKTVEFLNEKLEK 
REAQLLSLSKEKALLEEAFDNLKDEMFRVKEESSSIS 
SLKDEFTQRI AEAEKKVQLACKERDAAKKEI KN I KEE 
LATRLNSSETADLLKEKDEQIRGLMEEGEKLSKQQLH 
NSNI I KKLRAKDKENENMVAKLNKKVKELEEELQHLK 
QVLDGKEEVEKQHRENI KKLNSMVERQEKDLGRLQVD 
MDELEEKNRSIQAALDSAYKELTDLHKANAAKDSEAQ 
EAALSREMKAKEELSAALEKAQEEARQQQETLAIQVG 
DLRLALQRTEQAAARKEDYLRHEI GELQQRLQE AENR 
NQELSQSVS STTRPLLRQI ENLQATLGSQTS SWEKLE 
KNLSDRLGE SQTLLAAAVERERAATEELLANKI QMS S 
MESQNSLLRQENSRFQAQLES EKNRLCKLEDENNRYQ 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) | 










VELENLKDEYVRTLEETRKEKTLLNSQLEMERMKVEQ 
ERKKAIFTQETIKEKERKPFSVSSTPTMSRSSSISGV 
DMAGLQTSFLSQDESHDHSFGPMPIS/AKWKQSL*CC 
KDGSRIKH\IENLQSQLKLREGEITHLQIjEIGN1jEKT 
RS IMAEELVKLTNQNDELEEKVKE I PKLRTQLRDLDQ 
RYNTILQMYGEKAEEAEELRLDLEDVKWMYKTQIDEL 
LRQSLS 


2133 


A 


1 


2234 


MAASS IRDERTRTYYLPWRAPYTCNFRPS SAAVGRL 
GGWGRAQKWNNSGKCRFWEVSESLTLEDVAVEFTWEE • 
WQLLGPAQKDLYRDVMLENYSNLVSVGYQASKPDALF 
KLEQGE PWTVENEI HSQI CPGMYALYRKKHNGYRVKY 
DSEFQASMVWGVSWNI SPIDEGLLYI YKRHKEFTTEV 
DKGCETNIQMKDDKI KKVDNHLQMHSQKQRCLKRVEQ 
CHKHNAFGNI IHQRKSDFPLRQNHDTFDLHGKILKSN 
LSLVNQNKRYEI KNSVGVNGDGKSFLHAKHEQFHNEM 
NFPEGGNSVNTNSQFIKHQRTQNIDKPHVCTECGKAF 
LKKSRLI YHQRVHTGEKPHGCS I CGKAFSRKSGLTEH 
QRNHTGEKPYECTECDKAFRWKSQLNAHQKIHTGEKS 
YICSDCGKGFIKKSRLINHQRVHTGEKPHGCSLCGKA 
FSKRSRLTEHQRTHTGEKPYECTECDKAFRWKSQLNA 
HQKAHTGEKSYICRDCGKGFIQKGNIilVHQRIHTGEK 
P YI CNECGKGFI QKGNIiLIHRRTHTGEKPYVCNECGK 
GFSQKTCLI SHQRFHTGKTPFVCTECGKSCSHKSGLI 
NHQRI HTGE KPYTCSDCGKAFRDKSCLNRHRRTHTGE 
RPYGCSDCGKAFSHLSCLVYHKGMLHAREKCVG/ CSQ 
IGKSLLRES*LITYT* SHTG*RIiC*HGDSADAFCGSS 
DLIN*QCVPSREQSSHCEPACCQKFSLSR**NCHGIK 
NHYECR 


2134 


A 


3 


713 


RLAFPCGRPDYWALARRTIGTGLERKALGLPGSSERP 
TSVSSYQGTRIRCSNPGGKMRPLTEEETRVMFEKIAK 
YIGENLQLLVDRPDGTYCFRLHNDRVYYVSEKIMKLA 
ANISGDKLVSLGTCFGKFTKTHKFRLHVTALDYLAPY 
AKYKVWIKPGAEQSFLYGNHVIiKSGLGRITENTSQYQ 
GVWYSMADI PLGFGVAAKSTQDCRKVDPMAIWFHQ 
ADIGEYVRHEETLT 


2135 


A 


1 


350 


EGGTGVRSLSFYQHI ITVGTGHGSLLFYDIRAQKFIiE 
ERASSSLDSMPGPAGRKLKLACGRGWLNQDDVWVNYF 
GGMGEFPNALYTHCYNWPEMKLFVAGGPLPSGLHGNY 
AGLWS 


2136 


B 


238 


1323 


XESVEIVSEVRVEVGELNI IKDWGRESVEKGGAVISM 
EAERVKGQAMI ATGGVI TGLAALKRQDSARSQQHVNL 
S PS PATQEKKPIRRRPRADWWRGKI RLYS PSGFFL 
ILGVLISIIGIAMAVIiGYWPQKEHFIDAETTLSTNET 
QVIRNEGGVVVRFFEQHLHSDKMKMLGPFTMGIGIFI 
FICANAILHENRDKETKIIHMRDIYSTVIDIHTLRIK 
EQRQMNGM^TGLMGETEVKQNGSS CASRLAANTI AS F 
SGFRSSFRMDSSVEEDELMLNESKSSGHLMPPLLSDS 
SVSVFGLYPPPSKTTDDKTSGSKKCETKSIVSSSISA 
FTLPVIKLNNCVIDEPSIDNITEDADNLKX 


2137 


A 


41 


1285 


VGEMTLIWRHLLRPLCLVTSAPRIIiEMHPFIiSLGTSR 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X==Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










TSVTKLSLHTKPRMPPCDFMPERYQVIFLVNSGSEAN 
ELAMLMARAHSNNIDI I S FRGAYHGCS PYTLGLTNVG 
I YKMELPGGTGCQPTMCPDVFRGPWGGSHCRDS PVQT 
IRKCSCAPDCCQAKDQYIEQFKDTLSTSVAKSIAGFP 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
QTGFGRLGSHFWGFQTHDVLPDI VTMAKGI GNGFPMA 
AVITTPEIAKSLAKCLQHFNTFGGNPMACAIGSAVLE 
VI KEENLQENSQEVGTYMLLKFAKLRDEFEI VGDVRG 
KGLMIGIEMVQDKI SCRPLPREETVNQIHEDCKHMGLL 
VGRGSIFSQTFRIAPSMCITKPEVDFAVEVFRSALTQ 
HMERRAK 


2138 


A 


41 


1285 


VGEMTLIWRHLLRPLCLVTSAPRILEMHPFLSLGTSR 
TSVTKLSLHTKPRMPPCDFMPERYQVI FLVNSGSEAN 
ELAMLMARAHSNNIDI I S FRGAYHGCS PYTLGLTNVG 
IYKMELPGGTGCQPTMCPDVFRGPWGGSHCRDSPVQT 
IRKCSCAPDCCQAKDQYIEQFKDTLSTSVAKSIAGFF 
AEPIQGVNGWQYPKGFLKEAFELVRARGGVCIANEV 
QTGFGRLGSHFWGFQTHDVLPD I VTMAKGI GNGFPMA 
AVITTPEIAKSLAKCLQHFNTFGGNPMACAIGSAVLE 
VI KEENLQENSQEVGTYMLLKFAKLRDEFEI VGDVRG 
KGLMIGIEMVQDKI SCRPLPREEVNQIHEDCKHMGLL 
VGRGSIFSQTFRIAPSMCITKPEVDFAVEVFRSALTQ 
HMERRAK 


2139 


A 


3 


362 


EGKPASAIVGGKPANILEFPWHVGIMNHGSHLCGGSI 
LNEWWVLSASHCFDQLNNSKLEI IHGTEDLSTKGIKY 
QKVDKLFLHPKFDDWLLDNDIALLLLKSPLNLSVNRI 
PICTSEISD 


2140 


A 


1 


663 


EI ANLI LAENCEAALALHLYRGGRLLQGHRI PFGVI F 
GGTDVNEDANQAEKNTVMGRVLEEARFAVAFTESMKE 
MAQAQWVDPVFTREVKAKVKRAAGVRLIGEMPQEDLH 
AWKNCFAWNSSVSEGMSAAILEAMDLEVPVLARNI 
PGNAAWKHEVTGLLFSNPQEFVHLAKRLVSDPALEK 
EIWNGREYVRMYHSWQVERDTYQQLIRKLEGSTED 


2141 


A 


8 


1516 


MSLVLLSLAALCRSAVPREPTVQCGSETGPSPEWMLQ 
HDLI PGDLRDLRVEPVTTS VATGDYS I LMNVS WVLRA 
DASIRLLKATKICVTGKSNFQSYSCVRCNYTEAFQTQ 
TRPSGGKWTFSYIGFPVELNTVYFIGAHNI PNANMNE 
DGPSMSVNFTS PGCLDHIMKYKKKCVKAGSLWDPNI T 
ACKKNEETVEVNFTTTPLGNRYMALI QHS T 1 1 GFSQV 
FEPHQKKQTRAS WI PVTGDSEGATVQLTPYFPTCGS 
DCIRHKGTWLCPQTGVPFPLDNNKSKPGGWLPLLLL 
SLLVATWVLVAGI YLMWRHER I KKTS FSTTTLLPPI K 
VLWYPS E I CFHHTI CYFTEFLQNHCRSEVI LEKWQK 
KKIAEMGPVQWLATQKKAADKVVFLLSNDVNSVCDGT 
CGKSEGSPSENSQDLFPLAFNLFCSDLRSQIHLHKYV 
WYFREI DTKDDYNALSVC PKYHLMKDATAFCAELLH 
VKQQVS AGKRSQACHDGCCSL * 


2142 


A 


1 


622 


PDPCLNGGSCVDLVGNYTCLCAE PFKGLRCETGDHPV 
PDACLSAPCHNGGTCVDADQGYVCEYPEGFMGLDCRE 
RVPDDCECRNGGRCLGANTTLCQCPLGFFGLLCEFEI 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TAMPOSTMNTQCPDGGYCMEHGGSYLCQCPLGFFGLLC 
EFEI TAM PCNMNTQCPDGGYCMEHGGS YLCVCHTDHN 
ASHSLPSPCDSDPSSCQAWRNE 


2143 


A 


3 


87 


PAMNVNDSVTKQKFDNLYCCRESILDG 


2144 


A 


406 


888 


I ASQNFDPATVSVATAHKGAE PSRGTAWGPVAKRLQQ 
ELMTLMMPGDKRISAYPESLIKWTPSMKQIAQCMKI* 
GISSCWSSSMTTHLYDAPTVKFLTPCYHPNVDTQGNI 
CLDILKEKWSAPYDIRTILLSIQCLLGQLNIDSPLNT 
HATKLWENPIALR 


2145 


A 


46 


1576 


APYLPDPMKHTLALIiAPLLGLGLGLALSQLAAGATDC 
KFLGPAEHLTFTPAARARWIiAPRVRAPGLLDSLYGTV 
RRFLSWQLNPFPSELVKALLNELASVKVNEWRYEA 
GYWCAVIAGLYLLLVPTAGLCFCCCRCHRRCGGRVK 
TEHKALACERAALMVFLLLTTLLLLIGWCAFVTNQR 
THEQMGPS I EAMPETLLSLWGLVSDVPQ/GVGVS I GS 
AI HTQLRS SV\TPCLAAVGSLGQVLQVSVHHLQTLNA 
TWELQAGQQDLEPAIREHRDRLLELLQE/ SQVPSVD 
HVLHQLKGVPEANFSSMVQEENSTFNALPALAAMQTS 
SWQELKKAVAQQPEGVRTLAEGF PGLEAASRWAQAL 
OEVEESSRPYLOEVORYETYRWIVGOTLCSVVLFVVL 
CNLLGLNLG I WGLSARDD P S H PE AKGEAGARFLMAGV 
GLSFLFAAPLILLVFATFLVGGNVQTLVCQSWENGEL 
FEFADTPGNLPPSMNLSQLLGLRKNI SIHQAY 


2146 


A 


3 


717 i 


DLKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKI FY I VNQKNT S FML YVALE S EDDTLA YAS YDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLWGQSVKSCSHLHNKTGWWFN 
ECGLANLNGI HHFSGKLIATGI QWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2147 


A 


3 


717 


DLKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI I DFQRLWCDYLDGFGDLLGEFWL 
GLKKI FYI VNQKNTS FML YVALESEDDTLAYAS YDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGI HHFSGKLLATGI QWGTWTKNNS PVKI K 
SVSMKIRRMYNPYFK 


2148 


A 


3 


717 


DLKDTIGSVTKTPSGLYI IHPEGSSYPFEVMCDMDYR 
GGGWTVIQKRIDGI IDFQRLWCDYLDGFGDLLGEFWL 
GLKKI FYI VNQKNTS FMLYVALESEDDTLAYAS YDNF 
WLEDETRFFKMHLGRYSGNAGDAFRGLKKEDNQNAMP 
FSTSDVDNDGCRPACLVNGQSVKSCSHLHNKTGWWFN 
ECGLANLNGIHHFSGKLLATGIQWGTWTKNNSPVKIK 
SVSMKIRRMYNPYFK 


2149 


A 


1397 


1565 


DRLESLLEMHIPGVYPNQWNTNFYLFIYFEAESHSVA 
QTGLQ*RHLGSLQLPPPQV 


2150 


A 


836 


633 


MSRNLRTALIFGGFISLIGAAFYPIYFRPLMRLEEYK 
KEQAINRAGIVQEDVQPPGLKVWSDPFGRK* 


2151 


A 


294 


1568 


MSLTI WTVCGVLSLFGALSYAELGTTI KKSGGHYTYI 
LEVFGPLPAFVRVWVELLI IRPAATAVI SLAFGRYIL 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide detetion,=possibIe nucleotide 
insertion) 










EPFFIQCEIPEI^IKLITAVGITVVMVLNSMSVSWSA 
RIQI FLTFCKLTAILI I I VPGVMQLIKGQTQNFKDAF 
SGRDSSITRLPLAFYYGMYAYAGWFYLNFVTEEVENP 
EKTI PLAICI SMAI VTIGYVLTNVAYFTTINAEEliLL 
SNAVAVTFSERLLGNFSLAVPI FVALSCFGSMNGGVF 
AVSRLFYVASREGHLPEI LSMIHVRKHTPLPAVI VLH 
PLTMIMLFSGDLDSLLNFLSFARWLFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFI PALFSFTCLFMVALSLYSDP 
FSTGIGFVITLTGVPAYYLFIIWDKKPRWFRIMSEKI 
TRTLQI ILEWPEEDKL* 


2152 


A 


217 


378 


KNLFYSLSLI CS S YPS ILDHI VHI I ELI GRI PRRFSL 
SGKYSQDFFSHRGSIVM 


2153 


A 


2046 


4541 


MTLALAYLLALPQVLDANRCFEKQS PSALSLQLAAY Y 
YSIiQI YARIiAPCFRDKCHPLYRADPKELI KMVTRHVT 
RHEHEAWPEDLI SLTKQLHC YNERLLDFTQAQI LQGL 
RKGVDVQRFTADDQYKRETILGLAETIiEESVYS I AI S 
LAQRYSVSRWEVFMTHLEFLFTDSGLSTLEIENRAQD 
LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 
FTLLENCGCADLGNCAI KPETHIRLLKKFKWASGLN 
YKKLTDENMSPLEALEPVLSSQNILSI SKLVPKI PEK 
DGQMLS PS SLYTI WLQKLFWTGDPHLI KQVPGS SPEW 
LHAYDVCMKYFDRLHPGDL I TWDAVTFS PKAVTKLS 
VEARKEMTRKAI KTVKHFI EKPRKRNSEDEAQEAKDS 
KVTYADTLNHLEKSLAHLETLSHSFILSLKNSEQETL 
QKYSHLYDLSRSEKEKLHDEAVAI CliDGQPLAMIQQL 
LEVAVGPLDI S PKDI VQSAIMKI I S ALSGGSADLGGP 
RDPLKVLEGWAAVHASVDKGEELVS PEDLLEWLRPF 
CADDAWPVRPRIHVLQILGQSFHLTEEDSKLLVFFRT 
EAILKASWPQRQVDIADIENEENRYCLFMELLESSHH 
EAEFQHLVLLLQAWPPMKSEYVI TNNPWVRLATVMLT 
RCTMENKEGLGNEVLKMCRSLYNTKQMLPAEGVKELC 
LLLLNQSLLLPSLKLLLESRDEHLHEMALEQITAVTT 
VNDSNCDQELLSLLLDAKLLVKCVSTPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGS LLLAVRGTH 
QAFRTFSTALRAAQHWV* 


2154 


A 


2046 


4541 


MTLALAYLL AL PQVLDANRC FEKQ S PSALSLQLAAYY 
YSLQ I YARLAPCFRDKCHPLYRADPKE LI KMVTRHVT 
RHEHEAWPEDLI SLTKQLHCYNERLLDFTQAQILQGL 
RKGVDVQRFTADDQYKRETILGLAETLEE SVYS I AI S 
IiAQRYS VSRWE VFMTHLEFLFTDSGLSTLE I ENRAQD 
LHLFETLKTDPEAFHQHMVKYIYPTIGGFDHERLQYY 
FTLLENCGCADLGNCAI KPETHI RLLKKFKWASGLN 
YKKLTDENMS PLEALEPVLSSQN I LSI SKLVPKI PEK 
DGQMLSPSSLYTIWLQKLFWTGDPHLI KQVPGS SPEW 
LHAYDVCMKYFDRLHPGDLI TWDAVTFS PKAVTKLS 
VEARKEMTRKAI KTVKHFI EKPRKRNSEDEAQEAKDS 
KVTYADTLNHLEKSLAHLETLSHSFILSLKNSEQETL 
QKYSHLYDLSRSEKEKLHDEAVAI CLDGQPLAMIQQL 
LEVAVGPLDI SPKDIVQSAIMKI I SALSGGSADLGGP 
RDPLKVLEGWAAVHASVDKGEELVS PEDLLEWLRPF 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










CADDAWPVRPRIHVLQILGQS FHLTEEDSKLLVFFRT 
EAILKASWPQRQVDIADIENEENRYCLFMELLESSHH 
EAEFQHLVLLLQAWPPMKS EYVITNNPWVRLATVMLT 
RCTMENKEGLGNEVLKMCRSLYNTKQMLPAEGVKELC 
I^LLNQSLLLPSLKLLLESRDEHLHEMALEQITAVTT 
VNDSNCDQELLSLLLDAKLLVKCVSTPFYPRIVDHLL 
ASLQQGRWDAEELGRHLREAGHEAEAGSLLLAVRGTH 
QAFRTFSTALRAAQHWV* 


2155 


A 


2 


3 62 


QELERSMAQRCVCVLALVAMLLLVFPTVSRSMGPRSG 
EHQRASRI PSQFSKEERVAMKEALKVFPTWSTSFIQ 
HEWEEYSHLFTIQGSDPSLQPYLLMAHFDWPAPEE 
GWEVPPFSG 


2156 


A 


940 


2040 


MALRFLLGFLLAGVDLGVYLMRLELCDPTQRLRVAIA 
GELVGVGGHFLFLGLALVS KDWRFLQRMI TAPC I LFL 
FYGWPGLFLESARWLIVKRQIEEAQSVLRILAERNRP 
HGQMLGEEAQEALQDLENTCPLPATSSFSFASLLNYR 
NIWKNLLILGFTNFIAHAIRHCYQPVGGGGSPSDFYL 
CSLLASGTAALACVFLGVTVDRFGRRGILLLSMTLTG 
IASLVLLGLWDYLNEAAITTFSVLGLFSSQAAAILST 
LLAAEVI PTTVRGRGLGLIMALGAIiGGLSGPAQRLHM 
GHGAFLQHVVLAACALLCILSIMLLPETKRKLLPEVL 
RDGELCRRPSLLRQPPPTRCDHVPIjIiATPNPAL* 


2157 


A 


317 


3 


MYALIjGVFCLAI LVFLINCATFALKYRHKQVPLEGQA 
SMTH S HDWVWLGNEAELLE SMGDAP P PQDEHTTI IDR 
GPGACEE SNHLLLNGGSHKHVQSQI HRSADS 


2158 


A 


3 


1048 


LLRARS PQGSERAGVGGAYMLSKGWWKEGRHGGHRRP 
RGWGAAGRRQSVPGGPAAP/ PCTLYSVGADGRGQGHQ 
SRGCRPPGPPSAS SAPCIiAWGAAGRARREG/ RSGRCR 
TEFSPGCTRR*ALT\CGAGPCRR*SR*RGTRRCLRPW 
AS PGTGAACGRCCCPPP* PHLFWLPPSLRLPAEMLLA 
GSRPTPACRSSPGGSVHTTTGSPASRRGSRCRGRSRP 
SPRPRPSVLSCHGVSL*TGRGRRRGCPRARGRRA/GV 
APPSCRKSAR\CGGRPALRRAGPPSCALGPGAPPPHI 
WAPETAEPAPAVPCPERPGC PAPAAAPRPLS PDPAQL 
PALARLRPS PGFGERAHAQPA 


2159 


A 


190 


2392 


VPGEECDGITSMSAESGPGTRLRNLPVMGDGLETSQM 
STTQAQAQPQEANAASTNPPPPETSNPNKPKRQTNQL 
QYLLRWLKTLWKHQFAWPFQQPVDAVKLNLPDYYKI 
IKTPMDMGTIKKRLENNYYWNAQECIQDFNTMFTNCY 
IYNKPGDDIVIiMAEALEKLFLQKINELPTEETEIMIV 
QAKGRGRGRKETGTAKPGVSTVPNTTQASTP PQTQTP 
QPNPPPVQATPHPFPAVTPDLIVQTPVMTWPPQPLQ 
TPPPVPPQPQPPPAPAPQPVQSHPPIIAATPQPVKTK 
KGVKRKADTTTPTTIDPIHEPPSLPPEPKTTKLGQRR 
ESSRPVKPPKKDVPDSQQHPAPEKSSKVSEQLKCCSG 
I LKEMFAKKHAAYAWP F YKPVDVEALGLHDYCD 1 1 KH 
PMDMSTI KS KLEAREYRDAQE FGADVRLMFSNCYKYN 
PPDHEVVAMARKLQDVFEMRFAKM PDE PEE PWAVS S 
PAVPPPTKWAPPSSSDSSSDSSSDSDSSTDDSEEER 
AQRLAELQEQLKAVHEQIiAALSQPQQNKPKKKEKDKK 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










EK30CEKHKRKEEVEENKKSKAKEPPPKKTKKNNSSNS 
NVSKKEPAPMKSKPPPTYESEEEDKCKPMSYEEKRQL 
SLDINKLPGEKLGRVVHI IQSREPSLKNSNPDEIEID 
FETLKPSTLRELERYVTSCLRKKRKPQ/ ASEKVDVIA 
GSSKMKGFSSSESESSSESSSSDSEDSETGPA 


2160 


A 


108 


440 


MQATSNLLNLLLLSLFAGLNPSKTHIWPKEGWQVYSS 
AQDPDGRGI CTVVAPEQNLCSRDAKSRQLRQLLEKVQ 
NMSQS IEVLNLRTQRDFQYVLKMETQMKGLKAKFRQI 


2161 


A 


18 


467 


REELGKDLFDCTLYVLLKYDDFNADKHLALEEFYRAF 
QVIQLSLPEDQKLSITAATVGQSAVLSCAIQGTLRPP 
1 1 WKRNNI I LNNLDLEDI NDFGDDGSLYI TKVTTTHV 
GNYTCYADGYEQVYQTHI FQVNVPPVIRVYPESQARR 
AG 


2162 


A 


79 


415 


MFYQMIWTNGPAKLPASSTKHDLYLCNSFTGPSNIIW 
NLGSRY I FTVT KHGLGFFLNTILAVLNI AGRNLKCYK 
FC * TGWKLGWS I GPNHLI KHLQTVQQNTI YI RRPSKG 
VAQVRTRGS 


2163 


A 


59 


447 


I TVDRNTETRTS S FS 1 1 S VPASST* GS PSRVI YAKLG 
GEILDYRDLAALPKSKAI YDIDRPDMISYSPYI SHSA 
GDRQSYGES PQLLSPTPTEGDQDDRS YKQCRTS SPSS 
TGLVSLGRYTPTSRAPQH 


2164 


A 


3 


493 


DPRVRFTVCGTPTYVAPEI LSEKGYGLEVDMWAAGVI 
LYILLCGFPPFRSPERDQDELFNIIQLGHFEFLPPYW 
DNI SDAAKDLVSRLLVVDPKKRYTAHQVLQHPWIETA 
G/EDQYSETTEAGVPQQRGSLPEPAQEGCGAGI IVTT 
LGICPAPSSAQGQRKG 


2165 


A 


3 


493 


DPRVRFTVCGTPTYVAPEI LS EKGYGLEVDMWAAGVI 
LYILLCGFPPFRSPERDQDELFNIIQLGHFEFLPPYW 
DNI SDAAKDLVSRLLWDPKKRYTAHQVLQHPWI ETA 
G/ EDQYS ETTEAGVPQQRGSLPEPAQEGCGAGI IVTT 
LGICPAPSSAQGQRKG 


2166 


A 


1334 


470 


SAAQLSLCSRLQLTLYQYTTCPFCSGVRAFLDFHALP 
YQWEVNPERRAEIKFSSYRKVPILVAQEGESSQQLN 
DS S VI I S ALKTYLVSGQPLEE I ITYYPAMKAVNEQGK 
EVTEFGNKYWLMLNEKEAQQVYGGKEARTEEMKWRQW 
ADDWLVHLI S PNVYRTPTEALASFDYI VREGKFGAVE 
GAVAKYMGAAAMYLI SKRLKSRHRLQDNVREDLYEAA 
DKWVAAVGKDRPFMGGQKPNLADLAVYGVLRVMEGLD 
AFDDLMQHTHIQPWYLRVERAITEAS PAH 


2167 


A 


996 


214 


GRIRMQRQSTTGGRGIMEGPRGWLVLCVLAI SLASMV 
TEDLCRAPDGKKGEAGRPGRRGRPGLKGEQGEPGAPG 
IRTGIQGLKGDQGEPGPSGNPGKVGYPGPSGPLGARG 
IPGIKGTKGSPGNIKDQPRPAFSAIRRNPPMGGNWI 
FDTVITNQEEPYQNHSGRFVCTVPGYYYFTFQVLSQW 
EI CLS I VS S SRGQVRRSLGFCDTTNKGLFQWS ggmv 
LQLQQGDQVWVEKDPKKGHI YQGSEADSVFSGFLI FP 
SA 


2168 


A 


3 


420 


LRRFSTDCSSDQQDRLNGTAPSGFNRS*PVPLPHPIL 
EVCPGQ*EPQSAISLTAFQVQAGASRASPGPPAPSSS 
KPGRKAKVASPCPDRPAPPPT*PRPAAAPGSESSPRP 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










PRPRTGRRQQRAHARRAAARTAPWRPSC 


2169 


A 


2744 


496 


ENEEQDSQNEGSTDEKSSPASSQEGSPSGDQQFSPKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRLPQGKEPGLINLCANVPPVPGNILPPEVRGNL 
MAAGQNLQSSERSEMIATWSPATOTLRNITNNADIQQ 
MNRPSNVAHILQTLSAPTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQI SQQPYPQQPPHPFSQQQQQQQQPPP 
SPQQHQLFGHDPAVEI PEEGFLLGCVFAIADYPEQMS 
DKQLLATWKRIIQAHGGTVDP\PSRVDARTFSVRVKS 
AAR / 1 AQAI RERKRCWAHWLNTVLKKKKMVPPHRAL 
HFPVAFPPGGKPCSQHI ISVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLI CKEPTGLKYEKAKEWR I PCV 
NAQWLGDILLGNFEALRQIQYSRYTAFSLQDPFAPTQ 
HLVLNLLDAWRVPLKVSAELLMSIRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
E PVQVQQYI \ KKLYI LGGEVAESAQKCTHLI ASKVTR 
TVKFLA\ AI SWKHI VTPEWLEECFRCQKFI DEQNYI 
LRDAEAEVLFSFSLEESLKRAHVSPLFKAKYFYITPG 
\ICPSLSTMKAIVECAGGKVLSK\QPSFRKLMGAQAG 
TSSLFGK*F*LSC\ENDLHFIR\EYFARG\IDVHNAE 
F\VLTEVLTQTLDYESYKV 


2170 


A 


2744 


496 


ENEEQDSQNEGSTDEKSSPASSQEGSPSGDQQFSPKS 
NTEKSKGELMFDDSSDSSPEKQERNLNWTPAEVPQLA 
AAKRRLPQGKEPGLINLCANVPPVPGNILPPEVRGNL 
MAAGQNLQSSERSEMIATWSPAVRTLRNITNNADIQQ 
MNRPSNVAH I LQTLS APTKNLEQQVNHSQQGHTNANA 
VLFSQVKVTPETHMLQQQQQAQQQQQQHPVLHLQPQQ 
IMQLQQQQQQQISQQPYPQQPPHPFSQQQQQQQQPPP 
SPQQHQLFGHDPAVEI PEEGFLLGCVFAIADYPEQMS 
DKQLLATWKRI IQAHGGTVDP\ PSRVDARTFSVRVKS 
AAR/ IAQAIRERKKCVTAHWLNTVLKKKKMVPPHRAL 
HFPVAFPPGGKPCSQHI I SVTGFVDSDRDDLKLMAYL 
AGAKYTGYLCRSNTVLI CKEPTGLKYEKAKEWRI PCV 
NAQWLGDILLGNFEALRQIQYSRYTAFSLQDPFAPTQ 
HLVLNLLDAWRVPLKVSAELLMS IRLPPKLKQNEVAN 
VQP\SSKRARIED\VPPPTKKLTP\ELTPF\VLFTGF 
E PVQVQQYI \ KKLYI LGGEVAE SAQKCTHLI ASKVTR 
TVKFLA\ AI SWKHI VTPEWLEECFRCQKFI DEQNYI 
LRDAEAEVLFSFSLEESLKRAHVSPLFKAKYFYITPG 
\ I CPSLSTMKAI VECAGGKVLS K\ QPS FRKLMGAQAG 
TSSLFGK*F*LSC\ENDLHFIR\EYFARG\IDVHNAE 
F\ VLTEVLTQTLDYE S YKV 


2171 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RRPRATERPS AGTGAAPRRTE PRGRCRGCGRGRG * GP 
RAWGLALCS PHSCSGAAWGPTTGSQRSWPAVARSWQG 
DS SRCPALRTTTVTAGS KAALPESAAEVS PMS S S PGR 
KRSGFAA 


2172 


A 


70 


993 


SEQKIQEQGYVWITVFSALPTTVSALHPRVLKPLSSL 
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ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide dele tio impossible nucleotide 
insertion) 










IHLQANSNPWECNCKLLGLRDWLASSAI TLNI YWQNP 
P SMRGRAIiR YI N I TNC VT SSI NVS RAWAWKS PHI HH 
KTTALMMAWHKVTTNGS PLENTETENITFWERI PTSP 
AGRFFQENAFGNPIiETTAVLPVQIQLTTSVTLNLEKN 
SALPNDAASMSGKTSLICTQEVEKLNEAFDILLAFFI 
LACVLIIFLIYKWQFKQKLKASENSRENRLEYYSFY 
QS ARYNVTAS I CNTS PNSLES PGLEQ I RLHKQI VPEN 
EAQVILFEHSAL 


2173 


A 


2 


722 


AVRLNI S YPPQNLTMTVFQGDGTASTTLRNGSALSVL 
EGQSLHLVCAVDSNPPARLSWTWGSLTLSPSQS SNLG 
VLELPRVHVKDEGEFTCRAQNPLGSQHI SLSLSLQNE 
YTGKMRPI SGVMLGAFGGAGATALVFLSFCI I FVWR 
SCRKKSARPAVGVGDTGMEDANAVRGSASQGPLIESP 
ADDSPPHHAPPALATPSPEEGBIQYASLSFHKARPQY 
PQEQEAIGYEYSEINI PK 


2174 


A 


2043 


1232 


shiqhhgrgaqapvkmvswmisravvlvf™lypayy 
sykavktkotkeywwmmywivfalytvietvadqtv 
awfplyyelkiafviwllspytkgasliyrkflhpll 
s s kerb i dd y i vqakergye tmvnfgrqglnlaataa 
vtaavksqgaiterlrsfsmhdlttiqgdefvgqrpy 
qplpeakkkskpapsesagygi plkdgdektdeeaeg 
pysdnemlthkgprrsqsmksvkttkgrkevrygslk 
ykvkkrpqvyf 


2175 


A 


1 


790 


RGYNPNVNAGI INS FATAAFRFGHTLINPILYRLNAT 
LGEISEGHLPFHKALFSPSRIIKEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2176 


A 


1 


790 


RG YNPNVNAGI INS FATAAFRFGHTLINPI LYRLNAT 
LGEI SEGHLPFHKALFSPSRI I KEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATI IQR 
GRDHGI PPY VDFRVFCNLTS VKNFEDLQNE IKDSEIR 
QKLRKLYGSPGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2177 


A 


1 


790 


RGYNPNVNAGI INS FATAAFRFGHTLINPI LYRLNAT 
LGEI SEGHLPFHKALFSPSRI I KEGGIDPVLRGLFGV 
AAKWRAPS YLLS PELTQRLFS AAYSAAVDS AATI IQR 
GRDHGI PPYVDFRVFCNLTSVKNFEDLQNE IKDSEIR 
QKLRKLYGS PGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDS I QQVQADVF/ RKRQE YPQDYLNC KRES 
PNVDPAKC 


2178 


A 


501 


187 


AGVKWYEHGLWQPPPPGLKRSSHLSLPSS-DHRHEYP 
CPANF*KIFF\VETRSHYVAQTSLEFLDSSNPPTSAS 
QNAGI \ * GMSHCAQPMQTFSLVKIGTNFLI F 
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sequence 
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sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 


2179 


A 


4312 


2359 


AEKKMLPVDGEERKSEGSDTEGDRTSPCAVS SLI VSN 
RYPRGGPYI I \ ATLKDLEVGGSGRRCSDPAGQPSNLL 
PQRGLGAPLPAETAHTQPSPNDRSLYLSPKSSSASSS 
LHARQS PCQEQAAVLNSRS I KI SRIiNDTI KSLKQQKK 
QVEHQLEEEKKANNEKQKAERELEGQIQRLNIEKKKL 
NTDLYHMKHSLRYFEEES KDLAGRLQRS SQRI GELEW 
SLCAVAATQKKKPDGFSSRSKALLKRQLEQSIREQIL 

RKMSQEVCTLKEEKKHDTHRVEELERSLSRLKNQMAE 
PLPPDAPAVS SEVELQDLRKELERVAGELQAQVENNQ 
CISLLNRGQK\ERLREQEERLQEQQERLREREKRLQQ 
LAEPQSDLEELKHENKSALQLEQQVKELQEKLGQVME 
TLTSAEKEPEAAVPASGTGGESSGLMDLLEEKADLRE 
HVEKLELGFIQYRRERCHQNVHRLLTE PGDSAKDAS P 
GGGHHQAGPGQGGEEGEAAGAAGDGVAACGS YS EGHG 
KFIiAAAQNPAAEPS PGAPAPQELGAADKHGDLCEASL 
TNSVEPAQGEAREGSSQDNPTA\QPIVQLLGEMQDHQ 
EHPGLGSNCCVPCFCWAWLPRRRR 


2180 


A 


2 


1273 


GGALQCGDPLARS PAVPAPRVPAQPPPGLGRRASRKE 

DCIVHLCISKPERPMKFLREHFEKLEKEENRQILARQ 
KSNSQSDSHDEEVS PTPPNP WKARRRRGGVSAEVYT 
EEDAVSYVPTCVT PKDYKTMTATJVKAT SKITVIjFAHIjDD 
NERSDI FD AMFPVTHI AGETVIQQGNEGDNF YWDQG 
EVDVYVNGEWVTNI SEGGS FGEIiALI YGTPRAATVKA 
KTDLKLWG I DRD S YRRI LMGS TTxR KRKM YEE FL S KVS 
ILESLEKWERLTVADALEPVQFEDGEKIWQGEPGDD 
FYI ITEGTASVLQRRSPNEEYVEVGRLGPSDYFGEIA 
LLLNRPRAATWARGPLKCVKLDRPRFERVLGPCSEI 
LKRNIQRYNSFISLTV 


2181 


A 


1 


303 


PTRPLERGPSGLGMGLIDGMHTHIjGAPGLYIQTIiLPG 
SPAAADGRLSLGDRI LEVNGS SLLGLGYLRAVDLIRH 
GGKKMRFLVAKSDVETAKKIHFRTPPL 


2182 


A 


2227 


332 


MGKYTVRVATGDLLLAGS PNLVQLWLVGEHGEADLGK 
QLPPWGKEAEFEIDTOLHLGRLLMVKIiRKHNVLLSL 
DWFCKWI SVQGPGTQGAAFFPCYRWVQGHGI ICLPEG 
T/RWGSWKDGLIIiPIAGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAI KGTLDF INCVKRLEDFKKI FPHGK 
TVIiAJiRVYDSWKNDAFFGYQFLNGANPMLLRCS SRLP 
ACLVLPPGMEDLKTQIjEKELQAGSLFEVDFSLLDGVK 
PNVI I FKQQCVAAPLWLKLQPDGGLLPMVIQLQPP* 
HGCPPPLLFLPSHPPMAWLIiAKTWVRSSDFQLQQLQS 
HLLRGHLIAEVIAVATMRSLPSLHPIYKLLIPHFRYT 
MAINTLAQSSLVSEWGIFDLWSTGSGSHVDILQRAM 
ACLTYHSLCPPDDLADRGLLDVKSSFYG*DAIRLWGI 
I SRE * \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMC I FTCTGQHA 
SNHLGQLDWYS WI PNGPCTMQKPPPI SKDVTEKDI VD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKEIEVRNAVLNLPCEYIi * PSMVE 
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TABLE 7 



SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










\NSVTT 


2183 


A 


2227 


332 


MGKYTVRVATGDLLLAGSPNLVQLWLVGEHGEADLGK 
QLPPWGKEAEFEIDVPLHLGRLLMVKLRKHNVLLSL 
DWFCKWI SVQGPGTQGAAFFPCYRWVQGHGI I CLPEG 
T/ RWGSWKDGL I LPI AGNRQPDLPRDERFLEDKDLDF 
NVSIAKGLKDLAIKGTLDFIMCVKRLEDFKKIFPHGK 
TVLAERVYDS WKNDAFFGYQFLNGANPMLLRCS SRLP 
ACLVLPPGMEDLKTQIiEKELQAGSLFEVDFSLLDGVK 
PNVI I FKQQCVAAPLWLKLQPDGGLLPMVTQLQPP* 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHLI AEVI AVATMRSLPSLHPI YKLLI PHFRYT 
MAINTLAQSSLVSEWGIFDLWSTGSGSHVDILQRAM 
ACLTYHSLC PPDDLADRGLLDVKSS FYG* DAIRLWGI 
I SRE * \ YVEGMVGLFYNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCI FTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPI SKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKEIEVRNAVLNLPCEYL* PSMVE 
\NSVTI 


2184 


A 


2227 


332 


MGKYTTOVATGDLLLAGSPNLVQLWLVGEHGEADLGK 
QLPPVWGKEAEFE I DVPLHLGRLLMVKLRKHNVLLSL 
DWFCKWI SVQGPGTQGAAFFPCYRWVQGHGI I CLPEG 
T/RWGSWKDGLI LPI AGNRQPDLPRDERFLEDKDLDF 
NVSLAKGLKDLAIKGTLDFINCVKRLEDFKKIFPHGK 
TVLAERVYDS WKNDAFFGYQFLNGANPMLLRCS SRLP 
ACLVLPPGMEDLKTQLEKELQAGSLFEVDFSLLDGVK 
PNVI I FKQQCVAAPLWLKLQPDGGLLPMVIQLQPP * 
HGCPPPLLFLPSHPPMAWLLAKTWVRSSDFQLQQLQS 
HLLRGHLI AEVI AVATMRSLPSLHPI YKLLI PHFRYT 
MAINTLAQSSLVSEWGIFDLWSTGSGSHVDILQRAM 
ACLTYHSLCPPDDLADRGLLDVKSSFYG *DAI RLWGI 
I SRE * \ YVE GMVGLF YNSDQAMKDDLELQAWCREMTE 
TGLQRAQDQGFLI SLESRAQLCHFVTMCI FTCTGQHA 
SNHLGQLDWYSWI PNGPCTMQKPPPI SKDVTEKDIVD 
LLPNLHQARMQKTFTKFLGRRQPVMHEEKYFSGPEPQ 
AVLRQFQEELASMDKEIEVRNAVLNLPCEYL*PSMVE 
\NSVTI 


2185 


B 


1 


1110 


MGLLICLGALDARPERAPSACGEVWRERRGREPGLPT 
VLAGQREFWVGVGSAALHSERPAGPTTPGSKGLSTQV 
SSCGGRTGS PSSASPLALRS I SRWGLSHLPHGAGLRT 
CSPAMPKPPHSAVGSCATRASLISTAPRSRAPGPIDH 
PRAETCQRTVQELAGSSTCSPVQDPLGEASWAPEFEG 
SGPKRRANGRGAYGLRDTGVHSSGVAARSPAAAERWV 
QGFPKQNVHFVNDNTICYPCGNYVIFINIETKKKTVL 
QCSNGIVGVMATNIPCEWAFSDRKLKPLIYVYSFPG 
LTRRTKLKADQERDPFLYLFQVAEFLTQGCLQI SAFS 
PTSQRYQALLGQMWDLIRGHRFSVEKSVETSSSCSA 


2186 


A 


22 


960 


ARPGPDMAALYACTKCHQRFPFEALSQGQQLCKECRI 
AHPWKCTYCRTEYQQESKTNTI CKKCAQNVQLYGTP 
KPCQYCNIIAAFIGNKCQRCTNSEKKYGPPYSCEQCK 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










QQCAFDRKDDRKKTOGKLLCWLCTLSYKRVLQKTKEQ 
RKHLSSSSRAGHQEKEQYSRLSGGGHYNSQKTLSTSS 
I QNE I PKKKS KFE S I TTNGDS FS PDLALDS PGTDHFV 
1 I AQLKEEVATLKKMItf QKDQMILEKEKKITELKADF 
QYQESQMRAKMNQMEKTHKEVTEQLQAKNRELLKQAA 
ALSKSKKSEKSGAITSP 


2187 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2188 


A 


612 


812 


RSGRTWTGIGYS KALQS SNRNTKSLLQNEFMMVYS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2189 


A 


612 


812 


RSGRTWTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2190 


A 


612 


812 


RSGRTVVTGIGYSKALQSSNRNTKSLLQNEFMMVYSF 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2191 


A 


612 


812 


RSGRTWTGIGYS KALQS SNRNTKSLLQNEFMMVYS F 
RALSFKESTWATFQHGGEATKSRSLSSTQ 


2192 


A 


936 


745 


RRNSPGLCFLLPSLFHLRLLWRLLLWHQVFFDVAI FV 
IGGI CS VSGFVHSLEGLI EAYRTNAED 


2193 


A 


122 


643 


MPSGCRCLHLVCLLCILGAPGQPVRADDCSSHCDLAH 
GCCAPDGSCRCDPGWEGLHCERCVRMPGCQHGTCHQP 
WQCI CHSGWAGKFCDKDEHI CTTQS PCQNGGQCMYDG 
GGEYHCVCLPGFHGRDCERKAGPCEQAGS PCRNGGQC 
QDDQGFALNFTCRCLVGFVGARCDV* 


2194 


A 


1 


1406 


NWSRAPPAPVEDLSKVSYEELLQWSKEELIRSLRRA 
EAEKVS AMLDHSNLI REVNRRLQLHLGE I RGLKDINQ 
KLQEDNQELRDLCCFLDDDRQKGKRVSREWQRLGRYT 
AGVMHKEVALYLQKLKDLEVKQEEVVKENMEL/ KELC 
VLLDEEKGAG\ SQAAAAPSTARPACANSQP/ PTAPYV 
RDVGDGSSTSSTGSTDSPDHHKHHASSGSPEHLQKPR 
SEGS PEHSKHRS AS PEHPQKPRACGTPDRPKALKGPS 
PEHHKPLCKGSPEQQRHPHPGSSPETLPKHVLSGSPE 
HFQKHRSGSSPEHARHSGGSPEHLQKHALGGSLEHLP 
RARGTSPEHLKQHYGGSPDHKHGGGSGGSGGSGGGSR 
EGTLRRQAQEDGS PHHRNVYSGMNESTLSYVRQLEAR 
VRQLEEENRMLPQASQNTGRPPTKNSSHMEKGWGSRA 
RRVLHWWQGCRGI GRCLATLTGS FRWS S 


2195 


A 


1461 


197 


GVTHLFLFGKRKLRNGIAEDLKGQADFFFLLVSEAW 
ATGS PRAWLTCLI LPLPGI I FSVLPKAMSRPLL I TFT 
PATDPSDLWKDGQQQPQPEKPESTLDGAAARAFYEAL 
IGDE S SAPDSQRSQTE PARERKRKKRRIMKAPAAEAV 
AEGASGRHGQGRSLEAEDKMTHR I LRAAQEGDLPELR 
RLLE PHE AGGAGGNINARDAFWWTPLMCAARAGQGAA 
VSYLLGRGAAWVGVCELSGRDAAQLAEEAGFPEVARM 
VRESHGETRS PENRS PTPSLQYCENCDTHFQDSNHRT 
STAHLLSLSQGPQPPNLPLGVPISSPGFKLLLRGGWE 
PGMGLGPRGEGRANPI PTVLKRDQEGLGYRSAPQPRV 
THFPAWDTRAVAGRE\TPPRVATLSWREERRREE\KD 
RAWERDLRTYMNLEF 


2196 


A 


10 


768 


SFAGAAARPSTPPASGRGAAPGRPGPSPMDLRAGDSW 
GMLACLCTVLWHLPAVPALNRTGDPGPGPS I QKTYDL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino ■ 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/=possib!e nucleotide deletion,=possible nucleotide 
insertion) 










TR YLEHQLRSLAGT YLNYLGP PFNE PDFNP PRLGAET 
LPRATVDLEVWRSLNDKLRLTQNYEAYSHIiLCYLRGL 
NRQAATAEIiRRSLAHFCTSLQGLLGSIAGVMAALGYP 
LPQPLPGTEPTWTPGPAHSDFLQKMDDFWLLKELQTW 
LWRSAKDFNRLKKKMQPPAAAVTLHLGAHGF 


2197 


A 


1 


1054 


PPIARLQEFGTSRRHMAAPSGVHLLVRRGSHRI FSSP 
LNHI YLHKQSSSQQRRNFFFRRQRDI SHSI VLPAAVS 
SAHPVPKHIKKPDYVTTGIVPDWGDSIEVKNEDQIQG 
LHQACQLT^RHVLLLAGKSLKVDMTTEEIDALVHREI I 
SHNAYPS PLGYGGFPKSVCTSVNNVLCHGI PDSRPLQ 
DGDI INIDVTVYYNGYHGDTSETFLVGNVDECGKKLV 
EVARRCRDEAI AACRAGAPFSVI GNTI SHI THQNGFQ 
VCPHFVGHGIGSYFHGHPEIWHHANDSDLPMEEGMAF 
TIEPI ITEGSPEFKVLEDAWTWSLD/ TSKVSAQFEH 
TVLI TSRGAQILTKLPHEA 


2198 


A 


2319 


957 


SPGTPAAGRTSRTVQTPF*SRTPLALMIGSENWPGLQ 
/ FPAKWAP* ANHLTFAGLTPNHSGTK\ WAGI SGTRLS 
LPGAGAAAPEVPRRCRRHCPECLQPAGNAAPEQSGGC 
RLAFL*ARSTSSRARGLLGSEVRRPGVAGSQRAKLLT 
P*LPFLLGVSSPSPKSGSRTAAMHQPRLSSPIQRRRK 
CSGEREASHYE PALSKAVRSVGGS PKSASGDAGRARS 
\SRAPNSESSNMAARLAIEREEKAGD*QAARRRRGPP 
PPFTSGI * SRLPEAGTMSA*QPTLEFGG/SLP* SKGN 
SSHSKELEASPSVVGRQPGAV\SGNCGMCPWGPEKTE 
GRCSRPVTTAWCSLCSSCCCPMTSLSIPSQNCSKRLL 
SSSLCSSSSRILQSSSTSSSFSSCSSTPSSSRLAWST 
SYSISSKGPSS*QLCTLPSASPFMSGS*TYAGKTPTA 
SYGQMDFKCCLYSRD 


2199 


A I 


1 


3349 


MDQPEAPCS STGPRIiAVARELLLAALEELSQEQLKRF 
RHKLRDVGPDGRS I PWGRLERADAVDLAEQLAQF YGP 
EPALEVARKTLKRADARDVAAQLQERRLQRLGLGSGT 
LLS VS E YKKKYREHVLQLHAR VKERNARS VKI T KRFT 
KLLIAPESAAPEEALGPAEEPEPGRARRSDTHTFNRL 
FRRDEEGRRPLTWLQGPAGI GKTMAAKKI LYDWAAG 
KLYQGQVDFAFFMPCGELLERPGTRSIiADIilLDQCPD 
RGAPVPQMLAQPQRLLFI LDGADELPALGGPEAAPCT 
DPFEAASGARVLGGLLSKALLPTALLLVTTRAAAPGR 
LQGRLCSPQCAEVRGFSDKDKKKYFYKFFRDERRAER 
AYRFVKENETLFALCFVPFVCWIVCTVLRQQLELGRD 
LSRTSKTTTSVYLLFI TSVLSSAPVADGPRLQGDLRN 
LCRLAREGVLGRRAQFAEKELEQLELRGSKVQTLFLS 
KKELPGVLETEVTYQFIDQSFQEFLAALSYLLEDGGV 
PRTAAGGVGTLLRGDAQPHSHLVLTTRFLFGLLSAER 
MRDI ERHFGCMVSERVKQEAltRWVQGQGQGCPGVAPE 
VTEGAKGLEDTEEPEEEEEGEEPNYPLELLYCLYETQ 
EDAFVRQALCRFPELALiQRVRFCRMDVAVLSYCVRCC 
PAGQALRLI SCRLVAAQEKKKKSLGKRLQAR\LGGGS 
WLGTQLAPEVPFRPPCCDICPTPPPDPRLLQGKAFAR 
VPLNI API QPLPRGLASVERMNVTVLAGAGPGDPKTH 
AMTDPLCHLSSLTLSHCICLPDAVCRDLSEALRAAPAL 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/-possible nucleotide deIetion,=possibIe nucleotide 
insertion) 










TELGLLHNRLSEAGLRMLSEGLAWPQCRVQTVRVQLP 
D PQRGLQ YLVGMLRQS PALTTLDLSGCQLPAPMVTYL 
CAVLQHQGCGLQTLSLSLPSDPTPSSFSGRCREPGRR 
LGLESRWPRSAPE PSGRQRGEDPGGGGRGRGRREEAR 
EGTPGPRAPPTAAPGRSSGSRLELCSLRALRAGNARP 
PDATHAAAASGDRGEPGPRPRVHVPPPGPAQRPPPPP 
RDRPRLPATARALGAGTADLPGGAAAGRLLLPPGPGV 
EQRDTGSHAGARRPGGAAAAQAQQliHGGRRRGPHHVC 
CPLSAQ 


2200 


A 


877 


446 


GIRCRFGTS E IRAHATAKATVAAFTASEGHAHPRWE 
LPKTDEGLGFNIMGGKEQNSPIYI SRVI PGGVADRHG 
GLKRGDQLLSVNGVSVEGEQHEKAVELLKAAQGSVKL 
WRYTPRVLEEMEARFEKMRSARRRQQHQSYS 


2201 


A 


48 


474 


SCLARPFRAQVS SSGFRAQNF PGVGSWAVAVGAGMAQ 
LEGYCFS AALSCTFLVS CLLFS AFSRALRE P \ YMDE I 
FHLPQAQRYCEGHFSLSQWDPMI TTLPGLYLVSVGW 
KPAIWIFGWSEHWCSIGMLRFVNLLFSVGNF 


2202 


A 


3140 


1502 


FRRLHSVPRGSALCAMDGIVPDIAVGTKRGSDELFST 
CVTNGPFIMSSNSASAANGNDSKKFKGDSRSAGVPSR 
VIHIRKLPI DVTEGEVI SLGLPFGKVTNLLMLKGKNQ 
AFIEMNTEEAANTMVNYYTSVTPVLRGQPIYIQFSNH 
KEIiKTDS S PNQARAQAALQAVNS VQSGNLALAASAAA 
VDAGMAMAGQ S PVLR 1 1 VENL FY PVTLDVLHQ I FS KF 
GTVLKI ITFTKNNQFQALLQYADPVSAQHAKLSIiDGQ 
NIYNACCTLRIDFSKLTSLNVKYNNDKSRDYTRPDLP 
SGDSQPSLDQTMAAAFGLSVPNVHGALAPLAI PSAAA 
AAAAAGR I AI PGLAGAGNS VLLVSNLNPERVTPQSLF 
I LFGVYGDVQRVKI LFNKKENAL VQMADGNQAQLAMS 
HLNGHKLHGKPIRITLSKHQNVQLPREGQEDQGLTKD 
YGNSPLHRFKKPGSKNFQNI FPPSATLHLSNI PPSVS 
EEDLKVLFSSNGGWKGFKFFQKDRKMALIQMGSVEE 
AVQALI DLHNHDLGENHHLRVS F SKSTI 


2203 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSLALPLLLSWVAGGF 
GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 
KGV CEATCE PGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCFCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLD I DE CASGKVI CPYNRRCVNTFGS YYCKCHIG 
FELQYI SGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCSAI PENSVKEVLRAPGTI KDR 
I KKLLAHKNSMKKKAKI KNVTPE PTRTPTPKVNLQPF 
NYEEIVSRGGNSHGG\KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNISVDCSFNHG\ICDW\KQDR\EDDF 
DW\NPADR\ DNAI \GFY\MAVPGLWQGHK\ KDI GRLK 
LLLPDLQPQSNFCLLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTS EDEKWKTGKI QL YQGTDATKS 1 1 FEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2204 


A 


2240 


506 


RRPPEGGSGGGRRTRARMPLPWSIiALPLLLSWVAGGF 
GNAASARHHGLLASARQPGVCHYGTKLACCYGWRRNS 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide de!etion,=possible nucleotide 
insertion) 










KGVCEATCEPGCKFGECVGPNKCRCFPGYTGKTCSQD 
VNECGMKPRPCQHRCVNTHGSYKCPCLSGHMLMPDAT 
CVNSRTCAMINCQYSCEDTEEGPQCLCPSSGLRLAPN 
GRDCLDIDECASGKVICPYNRRCVNTFGSYYCKCHIG 
FELQYISGRYDCIDINECTMDSHTCSHHANCFNTQGS 
FKCKCKQGYKGNGLRCSAI PENSVKEVLRAPGTIKDR 
I KKLLAHKNSMKKKAKI KNVTPE PTRTPTPKVNLQ PF 
NYEEI VSRGGNSHGG\ KKGNEEKMKEGLEDEKREEKA 
LKD*HRRERPFRG\DVFFPKVNEAGEFGLIL\VQRKA 
LTSKLEHKADLNISVDCSFNHG\ ICDW\KQDR\EDDF 
DW\NPADR\DNAI \GFY\MAVPGLWQGHK\ KDIGRLK 
LLLPDLQPQSNFCIiLFDYRLAGDKVGKLRVFVKNSNN 
ALAWEKTTSEDEKWKTGKI QLYQGTDATKS I I FEAER 
GKGKTGEIAVDGVLLVSGLCPDSLLSVDD 


2205 


A 


2814 


346 


vkktksifnsamqemevyvenirrkfgvfnyspfrtp 
ytpnsqyqmlldptnpsagtakidkqekvklnfdmta 
spkilmskpvlsggtgrrislsdmprspmstnssvht 
gsdveqdaekkatsshfsaseesmdfldkstaspast 
ktgqagslsgspkpfspqlsapittktdktsttgsil 

NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSBKSDSSDSEYISDDEQKS*GTSQEDTEDKEGCQMD 
KEPSAVKKKPKPTNPVEI KEELKSTSPASEKADPGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDS E \NELVI DLGEDHSGREGRKNKKE PKEP 
SPKQDWGKTPPSTTVGSHS PPETPVLTRS SAQTSAA 
GATATTSTSSTVTVTAPAPAATGS PVKKQRPLLPKE \ 
TAPAVQRSCGTS STVQQKEI TQS PSTSTI TLVTSTQS 
SPLVTSSGSMSTLVSSVNGDLPIGTASADVAADIAKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRIEIEKLQWLHQQEL\SEMKHNLEIjTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2206 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENI RRKFGVFNYS PFRTP 
YTPNSQYQMLLD PTNPS AGTAKI DKQEKVKLNFDMTA 
SPKILMSKPVLSGGTGRRI SLSDMPRSPMSTNSSVHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTASPAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTI ESCKAQLGINEI SEDVYTAVEHSDSE 
D SEKSDS SD SEYI SDDEQKS * GTSQEDTEDKEGCQMD 
KE PSAVKKKPKPTN PVE I KEE LKS T S PAS E KAD PGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHSPPETPVLTRSSAQTSAA 
GATATTSTS STVTVTAPAPAATGS PVKKQRPLLPKE \ 



WO 2004/080148 



PCT7US2003/030720 



639 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 
peptide 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
SPLVTSSGSMSTLVSSVNGDLPIGTASADVAADIAKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRIEIEKLQWLHQQEL\SEMKHNLELTMAEMRQSWE 
QERDRLIAEVKKQLELEKQQAVDETKKKQWCANFKKE 
AIFYCCWNTSYCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRBTPSSILLGSNQG 
SDHSR\ SNKSSWSSSDEKRGS \TRSDHN/ TPSTQHGR 
SLLPGKESRAGTPFLGTSK 


2207 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENI RRKFGVFNYSPFRTP 
YTPNS QYQMLLDPTNPSAGTAKI DKQEKVKLNFDMTA 
S PKI LMSKPVLSGGTGRRI SLSDMPRS PMSTNS S VHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKEIiSESVQQQSTPVPLISPKRQIR 
SRFQLNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDSSDSEYISDDEQKS*GTSQEDTBDKEGCQMD 
KE PS AVKKKPKPTNPVE I KEELKSTS PAS E KAD PGAV 
KDKASPEPEKEFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGIiDSDSE\NELVIDLGEDHSGREGRKNKKEPKEP 
SPKQDWGKTPPSTTVGSHS PPETPVLTRSSAQTSAA 

vaAJLAl la loo 1 V 1 Vl/UrAFAAltjoJrV JvR.yKi'JjJjFJviS \ 

tapavqrscgtsstvqqkeitqspststitlvtstqs 
splvtssgsmstlvs svngdlpigtas advaadi aky 
ts kl\ mdai kgtm\ te i yndls kn \ tt wkaqlaeds q 
glrieieklqwlhqqel\semkhnleltmaemrqswe 
qerdrliaevkkqlelekqqavdetkkkqwcanfkke 
ai fyccwnts ycdypcq\qahwpeh\mksctqsatap 
q\qeadae\vntetlnkssqgsssstqsapsetasa\ 
skeketsaekskesgstldlsgsretpssillgsnqg 
sdhsr\ snks swsssdekrgs \trsdhn/ tpstqhgr 
sllpgkesragtpflgtsk 


2208 


A 


2814 


346 


VKKTKS I FNSAMQEMEVYVENIRRKFGVFNYSPFRTP 
YTPNSQYQMLLDPTNPSAGTAKIDKQEKVKLNFDMTA 
SPKI LMSKPVLSGGTGRRI SLSDMPRS PMSTNSSVHT 
GSDVEQDAEKKATSSHFSASEESMDFLDKSTAS PAST 
KTGQAGSLSGSPKPFSPQLSAPITTKTDKTSTTGSIL 
NLNLDRSKAEMDLKELSESVQQQSTPVPLISPKRQIR 
SRFQIiNLDKTIESCKAQLGINEISEDVYTAVEHSDSE 
DSEKSDSSDSEYISDDEQKS * GTSQEDTEDKEGCQMD 
KE PS AVKKKPKPTNPVE I KEELKSTS PAS EKAD PGAV 
KDKASPEPEKDFSGKAKPSPHPIKDKLKGKDETDSPT 
VHLGLDSDSE \NELVI DLGEDHSGREGRKNKKE PKE P 
SPKQDWGKTPPSTTVGSHS P PETPVLTRSSAQTSAA 
GATATTS TS STVTVTAPAPAATGS PVKKQRPLLPKE \ 
TAPAVQRSCGTSSTVQQKEITQSPSTSTITLVTSTQS 
S PLVTS SGSMSTLVS SVNGDLPIGTASADVAAD I AKY 
TSKL\MDAIKGTM\TEIYNDLSKN\TTWKAQLAEDSQ 
GLRI EI EKLQWLHQQEL\ SEMKHNLELTMAEMRQSWE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










QERDRLIAEVKKQLEIiEKQQAVDETKKKQWCANFKKE 
AI FYCCWNTS YCDYPCQ\QAHWPEH\MKSCTQSATAP 
Q\QEADAE\VNTETLNKSSQGSSSSTQSAPSETASA\ 
SKEKETSAEKSKESGSTLDLSGSRETPSSILLGSNQG 
SDHSR\SNKSSWSSSDEKRGS\TRSDHN/TPSTQHGR 
SLLPGKESRAGTPPLGTSK 


2209 


A 


1 


575 


GGI PHYLRGVNNARQPWHNADVRLRYGLRPGNATEEG 
LASLHSVLFRKQPFLWRAALLYYTIHRAARMSFRQLF 
QDLERYVQDADWWEYCVRAKRGQTDTSLPGCFSKDQ 
VYLDGIVRI LRHRQTIDFPLLTSLGKVSYEDVDHLRP 
HGVIiDNTRVPHFMQDLARYRQQLEHIMATNRIiDEAEL 
GRLLPD 


2210 


A 


3 


1795 


LGLGSGTLLSVSEYKKKYREHVLQIiHARVKERNARSV 

KITKRFTKLLIAPESAAPEEALGPAEEPEPGRARRSD 

THTFNRLFRRDEEGRRPLTWLQGPAGIGKTMAAKKI 

LYDWAAGKLYQGQYDFAFFMPCGEIiLERPGTRSLADL 

ILDQCPDRGAPVPQMIiAQPQRLIiFILDGADELPALGG 

PEAAPCTDPFEAASGARVLGGLLSKALLPTALLLVTT 

R A A A Pf3P T /V3PT.f*Q PHP AFVP(TF<3niCnKTnCYl?YTCF'FT? 
ruvn/aJrV7ivij\^ui\.Xi^«oirStf v-«rii2* vrt\ji7 o*JX\x/xvivr^i jt xxxx ri\. 

DERRAERAYRFVKENETLFALCFVPFVCWIVCTVLRQ 
QLELGRDLSRTS KTTTSVYLLFI TSVLSSAPVADGPR 
LQGDLRNLCRLAREGVLGRRAQFAEKELEQLELRGSK 
VQTLFLSKKELPGVLETEVTYQFIDQSFQEFLAALSY 
LLEDGGVPRTAAGGVGTLLRGDAQPHSHLVLTTRFLF 
GLLSAERMRDI ERHFGCMVSERVKQEALRWVQGQGQG 
CPGVAPEVTEGAKGLEDTEEPEEEEEGEEPNYPLELL 
YCLYETQEDAFVRQALCRFPELALQRVRFCRMDVAVL 
SYCVRCCPAGQALRLI S CRL VAAQE KKKKS LGKRLQA 
SLGGG 


10 1 1 

Z £, XX 




9 


1 1 77 


f3T?VT7af^RPrvr^^ \ f^PrT?DT.Pr , T?ATTOrc3T.R PGAfJPA 
\jp vrirtoisijLiv* vo xo^CjV^rvXJJLiv^v^ ct\nx\\^^±M\.tr\sr\.^^r\ 

HGDCCVRCLLKPAGALCRQAMGDCDLPE FCTGTSSHC 

PPDVYLLDGS PCARGSGYCWDGACPTLEQQCQQLWGP 

GSHPAPEACFQWNSAGDAHGNCGQDSEGHFLPCAGR 

DALCGKLQCQGGKPSLLAPHMVPVDSTVHLDGQEVTC 

RGALALPSAQLDLLGLGLVEPGTQCGPRMVCQSRRCR 

DKPGFGGSMDSGPVQAENHDTFLIiAMLIiSVLLPLLPG 
AGLAWCC YRLPGAHLQRCSWGCRRD PACSGPKDGPHR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 


2212 


A 


1073 


480 


XXPDALSTVAEXPGRPTRPPTRTAAPWPRPGCSSASA 
PPTPASAPWPASPSSSSGRWSTDSRGPRPWEGSQGCW 
HCGSW*RT*CTCKIIGGPGSRGCAASSSWASSSRPSP 
SLPSAPSSCWPSPGIRASQTPPATTSPASGASFPSSG 
PSCSASMPTATGLTLLTS ASSAI SDPGGSVYA* SGMV 
HQSGKEPSTVYTS 


2213 


A 


1 


2454 


MALQNALYTGDLARLQELFPPHSTADIiLLESRAAEPR 
WSSHQRACPIAYTLAQEHSHVEPRIAPAGCVARLVEK 
PSRGSEEHLKSGPGPIVTRTASGPALAFWQAVLAGDV 
GCVSRILADSSTGLAPDSVFDTSDPERWRDFRFNIRA 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LRLWSLTYEEELTTPLHVAASRGHTBVLRLLIiRRRAR 
PDSAPGGRTALHEACAAGHTACVHVLLVAGADPNIAD 
QIX3KRPLHLCRGPGTLECAELLLRFGARVDGRSEEEE 
ETPLHVAA^LGHVELADLLLRRGACPDARNAEGWTPL 
LAACDVRCQSI TDAEATTARCLQLCSLLLSAGADADA 
ADQDKQRPLHIiACRRGHAAWELLLSCGVSANTMDYG 
GHTPLHCALQGPAAALAQSPEHWRALLNHGAVRVWP 
GALPKVI^RWSTCPRTI EVLMNTYS WQLPEEAVGLV 
TPETLQKHQRFYSSLFALVRQPRSLQHLSRCALRSHL 
EGSLPQALPRLPLPPRIjIiRYliQLDFEGVSPGICEQSQ 
LLGVQGCVEGKRRVGEGPSQNRPVPEPPEASESKPLL 
PDVHGLLRGPESRC PSLQRARLCTNSGQVALAAGGPA 
PQAGVDAAI PNAEKRTDSGSRPFQGLLRSGTAHGGKD 
CPPGPHQVRLAGSRSAAHRRKRQLCAAATRGHPRPGP 
TLPTMRGLSIiANEWIGASFAGRLTNTFCAGLGQAVPS 
MVALTTALP SFAE P PDAFYGPQ E LAAAAAAAAATAAR 
NNPEPGGRRPEGGLEADELLPAREKVAEPPPPPPPHF 
SETFPSLPGVDKLQGWDFRGHQDGGMLKQLSIQQWRA 
RSGF 


2214 


A 


757 


208 


NVFI E PRI QGFMKTSAHPGQKHPDFSMGLLF PLLAAL 
EVCSCGSSGSLGYNLPQNH\GLLGRNTLVLLGQMRRI 
S PFLCLKDRSDFRF PQEKVE VSQLQKA\ QAMS FLYDV 
LQQVFNFSHKAIjL \ CCMEHDLPGPTPHFTS SAAGTPG 
DLLGAGDGRRRSWGQWVI EGSTLALRRYFQES I STLE 


2215 


A 


43 


1004 


QLWGFAAGSDSRPAMGCDGGTIPKRHELVKGPKKVEK 
VDKDAELVAQWNYCTLSQE I LRRPI VACELGRLYNKD 
AVIEFLLDKSAEKALGKAASHIKSIKNVTELKLSDNP 
AWEGDKGNTKGDKHDDLQRARFI CPWGLEMNGRHRF 
CFLRCCGCVFSERALKEI KAE VCHTCGAAFQEDDVI V 
LNGTKEDVDVLKTRMEERRLRAKLEKKTKKPKAAESV 
SKPDVSEEAPGPSKVKTGKPEEASLDSREKKTNLAPK 
STAMNESSSGKAGKPPCGATKRSIADSEESEAYKSLF 
TTHSSAKRSKEESAHWVTHTSYCF 


2216 


A 


1323 


840 


FCPLGKPVMGPI FLDCRPFFLFPKPNQGTGTPLHNKV 
PYFFQ * GPFGPLWNHRTLFFFLRWSFALLAQAGVQWR 
DLGSLQPLPPGFK* FSCLSLPSIWDYRRLPPCPANFA 
FLVETGFLHVGQVGL*LLTSGDPSASASQSSGITG\V 
SHHTWP*LSFLLWI 


2217 


A 


17 


348 


ARAAARAGFSSYLKSLPDVRKKSLPLPEKPHKEENSE 
IWWREFDKQVFLLN* SPRRQSKLYTVDLESGLHYLL 
RVELAAHKSLAGAELKTIiKDFVTVLAKLFPGRPPVK 


2218 


A 


1 


1206 


MALSSWPVVLRLNMADFVFSFLCLGIGTSIVLGILFY 
LLQAHRYLQEGMTYQLALS FYLT WAS VFLFLMTGMGE 
DEESALQTLLDPRSSYLLVSLEILPTNPSPLSPCAVS 
EDESEMRGIjSLLRRQSQATGRLEPTFKHDSTLLALQG 
ALGLYDGHTPPYAACLGFEFRKHLGNPAKDGGNVTVS 
LFYRNDSAHLPLPLSLPGCPAPCPLGRFYQLTAPARP 
PAHGVSCHGPYEAVIPPGPGAI I PSTGPAVGMQRERS 
EVGSGVPARTVYASEQHAYMWHSALI PDSGLRGKPTL 
SSRKPPQTSCGPEFANVLSLALCGALWCKARAMDQA 



WO 2004/080148 



PCTYUS2003/030720 



642 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










RPRQLIGIDALRDPRASSRTRAGGLGMIRRQEEEPAA 
RTVLARCDSSPSECPSHARAPYDTGPLFNAKG 


2219 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI PI KQGMLLIOISGKWLKTWKKKYVTLCSNGMLTYY 
SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 
PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
PPPS PHANKKKHLKKKSTNNFMI VSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQSIQNMRGNAHCVDCETQNPKWASLNIX5VLMCIE 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSBKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAILLIiAHGSC 
EEVNETCGEGDGCTALHLACRKGNWLAQIjLIWYGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
*YLFYLTAVSLVQKQNGKNKDNSEFQKEITNSANNSI 
FSTFRKLSKYTKC 


2220 


A 


1 


1594 


NGGGSLNNYSSPIPSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTS EKGSDPDKERKAPENHADT I GSG 
RAI P I KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 
PISSSKSNGLSKDMDTGLGDSICFSPSISSTTSPKLN 
PPPS PHANKKKHLKKKSTNNFMI VSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQSIQNMRGNAHCVDCETQNPKWASLNLGVLMCIE 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FliAPLPCTELSLGQQLLRATADEDLQTAILLLAHGSC 
EE WETCGEGDGCTALHLACRKGNVVLAQLLI WYGVD 
VMARDAHGNTALTYARQASSQECINVLLQYGCPDECV 
* YLFYLTAVSLVQKQNGKNKDNSE FQKE I TNS ANNS I 
FSTFRKLSKYTKC 


2221 


A 


1 


1594 


NGGGSLNNYSS PI PSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTS EKGSDPDKERKAPENHADTIGSG 
RAI PI KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 
PIS S SKSNGLS KDMDTGLGDS I CFS PS I S S TTS PKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQS IQNMRGNAHCVDCETQNPKWASLNLGVLMCIE 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSS I VND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FLAPLPCTELSLGQQLLRATADEDLQTAI LLLAHGSC 
EEVNETCGEGDGCTALHLACRKGNWLAQLLIWYGVD 
VMARDAHGNTALTYARQAS S QEC INVLLQYGC PDECV 
*YLFYLTAVSLVQKQNGKNKDNSEFQKEITNSANNSI 
FSTFRKLSKYTKC 


2222 


A 


1 


1594 


NGGGSLNNYSS PI PSTPAPSRRDPQFSVPPTANTPTP 
VCKRSMRWSNLFTSEKGSDPDKERKAPENHADTIGSG 
RAI PI KQGMLLKRSGKWLKTWKKKYVTLCSNGMLTYY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 










SSLGDYMKNIHKKEIDLQTSTIKVPGKWPSLATSACT 
PI SS SKSNGLSKDMDTGLGDS ICFSPSI SSTTS PKLN 
PPPSPHANKKKHLKKKSTNNFMIVSATGQTWHFEATT 
YEERDAWVQAIQSQILASLQSCESSKSKSQLTSQSEA 
MALQSI QNMRGNAHCVDCETQNPKWASLNIjGVLMCI B 
CSGIHRSLGPHLSRVRSLELDDWPVELRKVMSSIVND 
LANSIWEGSSQGQTKPSEKSTREEKERWIRSKYEEKL 
FIiAPLPCTELSLGQQLLRATADEDLQTAI LLLAHGS C 
EEVNETCGEGDGCTALHLACRKGNWLAQLIjIWYGVD 
VMARDAHGNTALTYARQAS SQECINVLLQYGCPDECV 
♦YLFYLTAVSLVQKQNGKNKDNSEFQKEITNSANNSI 
FSTFRKLSKYTKC 


2223 


A 


2 


415 


GGFAAAVESFHHEDVLLFAALMAHELGHNLGIQHDHS 
ACFCKDKHFCLMHENITKESGFSSCSSDYFYQFLREH 
KGACLFNKPRPRGRKRRDSACGNGWEDTDQCDCGSL 
CQHHACCDENCILKAKA*CNDGPCCHK 


2224 


A 


53 


325 


MRLSVCLLLLTLALCCYRANAWCQALGSE I TGFLLA 
GKPVFKFQLAKFKAPLEAVAAKMEVKKCVDTMAYEKR 
VLITKTLGKIAEKCDR* 


2225 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQSPSAMLGAKPHWLPGP 
LHSPGLPLVLVLLALGAGWAQEGSEPVLLEGECLVVC 
EPGRAAAGGPGGAALGEAPPGRVAFAAVRSHHHEPAG 
ETGNGTSGAI YFDQVLVNEGGGFDRAS 


2226 


A 


42 


722 


MGCDGRVSGLLRRNLQPTLTYWSVFFSFGLCIAFLGP 
TLLDLRCQTHSSLPQISWVFFSQQLCLLLGSALGGVF 
KRTLAQSLWALFTS SLA I SLVFAVI PFCRDVKVLAS V 
MALAGLAMGCI DTVANMQLVRMYQKDSAVFLQVLHFF 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMSPGCWGQHHVDAQALVQPDVPKADSQGPGREPEGP 
MPSG* 


2227 


A 


42 


722 | 


MGCDGRVSGLLRRNLQPTLTYWSVFFSFGLCIAFLGP 
TLLDLRCQTHS SLPQI SWVFFSQQLCLLLGS ALGGVF 
KRTLAQSLWALFTS SLAI SLVFAVI PFCRDVKVLAS V 
MALAGLAMGC I DTVANMQLVRMYQKDSAVFLQVLHFF 
VGFGALLSPLIADPFLSEANCLPANSTGQHHLPRATC 
SMSPGCWGQHHVDAQALVQPDVPKADSQGPGREPEGP 
MPSG* 


2228 


A 


2 


474 


TGPTIKNMDGTFNWSCLKLNSSQEDPGTVYQCVVRH 
ASLHTPLRSNFTLTAARHSLSETEKTDNFSIHWWPI S 
F IGVGLVLLI VL I PWKKI CNKSS S AYTPLKCI LKHWN 
SFDTQTLKKEHLIFFCTRAWPSYQLQDGEAWPPEGSV 
NINTYSTTV 


2229 


A 


2 


1654 


GRGDSSSSGSGSGSGSGSRACPARPSAPGLRAPTPPP 
RLPGASGAPAARLTLKFLAVLLAAGMLAFLGAVICI I 
ASVPLAASPARALPGGADNASVASGAAASPGPQRSLS 
ALHGAGGSAGPPALPGAPAASAHPLPPGPLFSRFLCT 
PLAAACPSGAQQGDAAGAAPGEREELLLLQSTAEQLR 
QTALQQEARIRADQDTIRELTGKLGRCESGLPRGLQG 
AGPRRDTMADGPWDS PALI LELEDAVRALRDRIDRLE 
ELPARVNLSAAPAPVSAVPTGLHSKMDQLEGQLLAQV 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LALEKERVALSHSSRRQRQEVEKELDVLQGRVAELEH 
GSSAYS PPDAFKI S I PI RNNYMYARVRKALPELYAFT 
ACMWLRSRSSGTGQGTPFSYSVPG/QAGNEIVLLEAG 
HBPMELLINDKVAQLPLSLKDNGWHHICIAWTTRDGL 
WSAYQDGELQGSGENLAAWHPI KPHGILILGQEQDTL 
GGRFDATQAFVGDIAQFNLWDHALTPAQVLGIANCTA 
PLLGNVLPWEDKLVEAFGGATKAAFDVCKGRAKA 


2230 


A 


3 


913 


FMTDVNSWLLTFGFQLHNVI PGYPKPDMDAMEPSYEL 
IHTQMKTQEWDNSKSILGVQCEVQKQLKAFVTLERFD 
QLYGSTI TS CQQAPKTKKFAS SGS VFGKGVKFALKDG 
RVTTDI I SVANEDGRRVAAILNHAHYLENLHFTIDGV 
DTHYFVKPGPSEGDLAI LGLS GGRRTLENGVNVTVSQ 
INTVLNGRTRRYTD I QLQYGALCLNTRYGTTLDEEKA 
RVLELSRQRAVRQAWAREQQRLREGEEGLRAWTEGEK 
QQVLSTGRVQGYDGFFVI SVEQYPELSDSANNIHFMR 
QSEMGRR 


2231 


A 


488 


75 


ASVPKTNKIEPRSYSIIPSCGIQAARACFEHSNFFKV 
NASGPAGHS AKS I EGAPRGKGRGRAVARLAADRPPAP 
KIQLRAF*LQQL*YTLLELELPRLLAPDLPSNGSSLK 
DLKWTHSNYRASKESCI VI FRHYLPGS 


2232 


A 


3 


181 


HERDVLFNLCENLVKSSEANS PAHEEFKTMLLI AHYY 
ATRSAAE SVYQL* AVSRVLLSLVY 


2233 


A 


1 


492 


KI KAKNLTNYDLCS I FLGTSTLLVWVGVIRYLGYFQA 
YNVLI LTMQAS LPKVLRFCACAGMI YLGYTFCGWI VL 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQI QQKS 
ILVWLFSRLYLYSFISLFIYMILSLFIALITDSYDTI 
KKFQQNGF PETDLQEF 


2234 


A 


1 


492 


KIKAKNLTNYDLCSIFLGTSTLLVWVGVIRYLGYFQA 
YNVLILTMQASLPKVLRFCACAGMIYLGYTFCGWIVL 
GPYHDKFENLNTVAECLFSLVNGDDMFATFAQI QQKS 
ILVWLFSRLYLYSFI SLFIYMILSLFIALITDSYDTI 
KKFQQNGFPETDLQEF 


2235 


A 


1 


576 


PCGEFHHSS/QKATPAEEVEDSNDSSYSEPPDVQQQL 
NHYQSAALARNNSRVS PVPLSGAAAGTEQKTEAVLHC 
EFCEFSSGYIQS IRRHYRDKHGGKKLFKCKDCSFYTG 
FKSAFTMHVEAGHSAVPEEGPKDLRCPLCLYHTKYKR 
NMIDHIVLHREERWPIEVCRSKLSKYLQGWFRCDK 
CTFTCSR 


2236 


C 


60 


472 


MPLLEYARNMLRTWSSLPWTRFRVCLLSIjSLFLWANR 
LEDSRSCQPNPMSLTTLPGHRLKEAVWLPAPSRTMSP 
HLDPNQLGI LLRVLRKEKEDGDYPDMMATHPSSRYEA 
CSSGITLAAPPTHGPRPTDPRIGPAP 


2237 


C 


60 


472 


MPLLEYARNMLRTWSSLPWTRFRVCLLSLSLFLWANR 
LEDSRS CQPNPMSLTTLPGHRLKEAVWLPAPSRTMS P 
HLDPNQLGI LLRVLRKEKEDGDYPDMMATHPSSRYEA 
CSSGITLAAPPTHGPRPTDPRIGPAP 


2238 


A 


129 


329 


VSNIVDPHQTVGLSTQEPGDIFTYSEFDGILGLAYPS 
LASE* SVPVLDNTMQRHLVAQDLFSVYMSR 


2239 


A 


130 


502 


DSRI PKEAPDQQKKKMGPPSLVLCLLSATVFSLLGGS 
SAFLSHHRLKGRFQRDRRNIRPNI ILVLTDDQDVELG 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possibIe nucleotide 
insertion) 










SMQVMWKTRRIMEQGGAHFINAFVTTPMCCPSRSS IL 
TGKYVHNHNTYMY 


2240 


A 


3 


498 


YKEWTQHFL*VTYETHPIYYLKISQPSGNPKKIIWM 
DCGIHAREWIAPAFCQWFVKEILQNHKDNSRIRKLLM 
NLDFYVLPVLNIDGYIYTWTTDRLWRKSRSPHNNGTC 
FGTDLNRNFNASWCSIGASRNCQDQTFCGTGPVSEPE 
TKAVASFIESKNDDFCA 


2241 


A 


3 


498 


YKEWTQHFL*VTYETHPIYYLKISQPSGNPKKIIWM 
DCGIHAREWIAPAFCQWFVKEILQNHKDNSRIRKLLM 
NLDF YVLP VLN I DGY I YTWTTDRLWRKSRS PHNNGTC 
FGTDLNRNFNASWCSIGASRNCQDQTFCGTGPVSEPE 
TKAVASFIESKNDDFCA 


2242 


A 


972 


468 


MAAAGAGRLRRVAS ALLLRS PRLPARELS APARLYHK 
KWDHYENPRNVGSLDKTSKNVGTGLVGAPACGDVMK 
LQI QVDEKGKI VDARFKTFGCGSAI ASSSLATEWVKG 
KTVEEALTI KNTDI AKELCLPPVKLHCSMLAEDAI KA 
ALADYKLKQEPKKGEAEKK 


2243 


A 


1193 


548 


TQAWTRAEKDRKGSVRALRLHLERGPPT* RGSHPL\ Q 
SVPCIQKPSIFSSYPI/GLPQSGGEPGPVGEQQPVRR 
PEQPSCGPASRMPLTSRSVPPGRGALPPDSLSTRKGL 
PRPSTAGHRVRE SGHKVPVSQRIjNLPVMGATRSNLQP 
PRKVAVPGPTR*RDQDSKQDFSSKPLQSVPGLASTQQ 
TLTPADSGPGTGGRDATRAGLPGVETMGNGVD 


2244 


A 


3 


773 


SLEMSSDGEPLSRMDSEDSISSTIMDVDSTISSGRST 
PAMMNGQGSTTSSSKNIAYNCCWDQCQACFNSSPDLA 
DHIRSIHVDGQRGGVFVCLWKGCKVYNTPSTSQSWLQ 
RHMIiTHSGDKPFKCWGGCNASFASQGGLARHVPTHF 
SQQNS S KVS SQPKAKEES PS KAGMNKRRKLKNKRRRS 
LARPHDFFDAQTLDAIRHRAI CFNLSAHIESLGKGHS 
WFHSTVSILLFFQIKYKTLQKNISTIISKSLKI 


2245 


A 


3834 


2068 


GARGRPLAETWPFLTAPVLPGQLQITEPTMAEKGDCI 
ASVYGYDLGGRFVDFQPLGFGVNGLVLSAVDSRACRK 
VAVKKI ALS DARSMKHALRE I KI I RRLDHDNI VKVYE 
VLGPKGTDLQGELFKFSVAYIVQEYMETDIiARLLEQG 
TLAEEHAKLFMYQLLRGLKYIHSANVLHRDLKPANI F 
I STEDLVLKI GDFGLARI VDQHYS \ HKGYLSEGLVTK 
WYRSPRLLLS PNNYTKAI DMWAAGC I LAEMLTGRMLF 
AGAHELBQMQLILETI PVTREEDKDELLRVMPSFVSS 
TWEVKRPLRKLLPEVNSEAIDFLEKILTFNPMDRLTA 
EMGIiQHPYMSPYSCPEDEPTSQHPFRIEDEIDDIVLM 
AANQSQLSNWDTCSSRYPVSLSSDLEWRPDRCQDASE 
VQRDPRAGSAPLAENVQVDPRKDSHSSSERFLEQSHS 
SMERAFEADYGRSCDYKVGSPSYLDKLLWRDNKPHHY 
SEPKLI LDLSHWKQAAGAP PTATG\LADTGAREDE PA 
SLFLE\ IAQWVKSTQG\ AQSTPARPPTTPSAACLPRP 
P\PPGPGGCR\RQPPVRPGRVHLPRPEALHQARGPAG 
Q 


2246 


A 


328 


595 


VIEWWPVEPPNQLSTSSVGRVPGSTRPQRSFLSRW 
RAALPLQIiLLLLLLLLACLIiPSSEEDYSCTQANNFAR 
SFYPMLRYTNGPPPT 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unkno>vn, *=Stop codon, 
/^possible nucleotide de!etion,==possibIe nucleotide 
insertion) 


2247 


A 


548 


811 


SSFIKRHILI FEDDWHQTTCCHHPHHP\ F*RCQFHIF 
YVSVQNS I S PSLSVS SSHPDRPDHBVHQHRAAHHHQH 
GQGPLGHGLVARVG 


2248 


A 


37 


441 


GXAGVGGD S EGEVTSALSATF S GPKI AFYVGLKS PHE 
GYEVLKFDDVVTKTLGNHYDPTTGKFSCQVRGIYFFTY 
HILMRGGDGTSMWADLCKNGQVRASAIAQDADQNYDY 
ASNSVVLHLDSGDEVYVKLDGGKA 


2249 


A 


808 


112 


RRYKSGTEVNNTDGGI ARLI VFGTGQKDWTATD PKEP 
ADLVAI AFGGVCVGFSNAKFGHPNNI I GVGGAKSMAD 
GWETARRLDRPPILENDENGILLVPGCEWAVFRLAHP 
GVITRIEIDTKYFEGNAPDSCKVDGCILTTQEEAVIR 
QKWILPAHKWKPLLPVTKLS PNQSHLFDSLTLELQDV 
I THARLT I VPDGGVNRLRLRGF PS S I CLLRPRE KPML 
KFSVSFKANP 


2250 


A 


189 


1811 


PPFGGLSAAQTIGEMWEAQFLGLLFLQPLWVAPVKPL 
QPGAEVPWWAQEGAPAQLPCS PTI PLQDLSLLRRAG 
VTWQHQPDSGPPAAAPGHPLAPGPHPAAPSSWGPRPR 
RYTVLSVGPGGLRSGRLPLQPRVQLDERGRQRGDFSL 
WLRPARRADAGE YRAAVHLRDRALS CRLRLRLGQASM 
TASPPGSLRASDWVILNCSFSRPDRPASVHWFRNRGQ 
GRVPVRESPHHHLAESFLFLPQVSPMDSGPWGCILTY 
RDGFNVS IMYNLTVLGLE PPTPLTVYAGAGSRVGLPC 
RLPAGVGTRSFLTAKOTPPGGGPDLLVTGDNGDFTLR 
LEDVSQAQAGTYTCHIHLQEQQIjNATVTLAIITVTPK 
SFGS PGSLGKLLCEVTPVSGQERFVWS SLDTPS QRS F 
SGPWLEAQEAQLLSQPWQCQLYQGERLLGAAVYFTEL 
SSPGAQRSGRAPGALPAGHLLLFLTLGVLSLLLLVTG 
TFGFHLWRRQCRP\RRFSALEQGIH\ P \RQAQS KI EE 
LEQEPEPEPEPEPEPEPEPEPEQL 


2251 


A 


3 


3773 


SWPRGRGETGGHPGALRTRTMQKSVRYNEGHALYIiAF 
LARKEGTKRGFLSKKTAEASRWHEKWFALYQNVLFYF 
EGBQSCRPAGMYLLEGCSCERTPAPPRAGAGQGGVRD 
ALDKQYYFTVLFGHEGQKPLELRCEEEQDGKEWMEAI 
HQASYADILIEREVLMQKYIHLVQIVETEKIAANQLR 
HQLEDQDTEIERLKSEIIALNKTKERMRPYQSNQEDE 
DPDI KKI KKVQS FMRGWLCRRKWKTI VQDYI CS PHAE 
SMRKRNQIVFTMVEAESEYVHQLYILVNGFLRPLRMA 
ASSKKPPISHDDVSSIFIaNSETIMFLHEIFHQGLKAR 
IANWPTLILADLFDILLPMLNIYQEFVRNHQYSLQVL 
ANCKQNRDFDKLLKQYEANPACEGRMLETFLTYPMFQ 
IPRYIITLHELLAHTPHEHVERKSLEFAKSKLEELSR 
VMHDEVSDTENIRKNIiAIERMIVEGCDILLDTSQTFI 
RQGSLIQVPSVERGKLSKVRLGSLSLKKEGERQCFLF 
TKHFLICTRSSGGKLHLLKTGGVLSLIDCTLIEEPDA 
SDDDSKGSGQVFGHLDFKIWEPPDRAAFTWLLAPS 
RQEKAAVMSDISQCVDNIRCNGLMTIVFEENSKVTVP 
HMIKSDARLHKDDTDICFSKTLNSCKVPQIRYASVER 
LLERLTDLRFLSIDFLNTFLHTYRIFTTAAWLGKLS 
DI YKRPFTS I PVRSLELFFATSQNNRGEHLVDGKSPR 
LCRKFSSPPPLAVSRTSSPVRARKLSLTSPLMSKIGA 



WO 2004/080148 



PCT7US2003/030720 



647 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,~possibIe nucleotide 
insertion) 










LDLTTSSSPTTTTQSPAASPPPHTGQIPLDLSRGLSS 
PEQS PGTVEENVDNPRVDLCNKLKRSI QKAVLESAPA 
DRAGVESSPAADTTELSPCRSPSTPRHLRYRQPGGQT 
ADNAHCSVSPASAFAIATAAAGHGSPPGFNNTERTCD 
KEFI I RRTATNRVLNVLRHWVSKHAQDFELNNELKMN 
VLNLLEEVLRDPDLLPQERKAAANI LMALSQDDQDDI 
HLKLEDIIQMTDCMKAECFESLSAMELAEQITLLDHV 
I FRS I PYEEFLGQGWMKLDKNERTPYI MKTSQHFNDM 
SNLVASQ I MNYADVS SRANAI E KWAVAD I CRCLHNY 
NGVLEI TS ALNRSAI YRLKKTWAKVSKQTKALMDKLQ 
KTVSSEGRFKNLRETLKNCNPPAVPYLGMYLTDIiAFI 
EEGTPNFTEEGLVNFSKMRMI SHI IREIRQFQQTSYR 
IDHQPKVAQYLLDKDLI IDEDTLYELSLKIEPRLPA 


2252 


A 

) 


1 


4602 


ASGNLDKNARFSAIYRQDSNKLSNDDMLKLLADFRKP 
EKMAKLPVILGNLDITIDNVSSDFPNYVNSSYI PTKQ 
FETCS KTP I TFEVEE FVPC I PKHTQ PYT I YTNHLYVY 
PKYLKYDSQKSFAKARNI AI C I EFKDSDEEDSQPLKC 
IYGRPGGPVFTRSAFAAVLHHHQNPEFYDEIKIELPT 
QLHEKHHLLLTFFHVSCDNS SKGSTKKRDWETQVGY 
SWLPLLKDGRWTSEQHI PVSANLPSGYLGYQELGMG 
RHYGPEI KWVDGGKPLLKI STHLVSTVYTQDQHLHNF 
FQ YCQ KTE S G AQAIiGNE L VKYL KS LHAME GHVM I AFL 
PT I LNQL FRVLTRATQEEVAVNVTRVI I HWAQCHEE 
GLESHLRSYVKYAYKAEPYVASEYKTVHEELTKSMTT 
I LKPSADFLTSNKLLKYS WFFFDVLI KSMAQHL I ENS 
KVKLLRNQRFPASYHHAVETVVNMLMPHITQKFRDNP 
EASKNANHSLAVFIKRCFTFMDRGFVFKQINNYISCF 
APGDPKTLFEYKFEFLRWCNHEHYI PLNLPMPFGKG 
RIQRYQDLQLDYSLTDEFCRNHFLVGLLLREVGTALQ 
EFREVRLI AI S VLKNLLI KHSFDDRYASRSHQARI AT 
LYLPLFGLLIENVQRINVRDVSPFPTOAGMTVKDESL 
ALPAVNPLVTPQKGSTLDNSLHKDLLGAI SGI ASPYT 
TSTPNINSVRNADSRGSLISTDSGNSLPERNSEKSNS 
LDKHQQSSTLGNSWRCDKLDQSEIKSLIjMCFLYILK 
SMSDDALFTYWNKASTSELMDFFTI SEVCLHQFQYMG 
KRYIARTGMMHARLQQLGSLDNSLTFNHSYGHSDADV 
LHQSLLEAN I ATEVCLTALDTLSLFTLAFKNQLLADH 
GHNPLMKKVFDVYLCFLQKHQSETALKNVFTAIiRSLI 
YKFPSTFYEGRADMCAALCYEILKCCNSKLSSIRTEA 
SQLLYFLMRNNFDYTGKKSFVRTHLQVI I SVSQLI AD 
WGIGGTRFQQSLSIINNCANSDRLIKHTSFSSDVKD 
LTKRIRTVLMATAQMKEHENDPEMLVDLQYSIiAKSYA 
STPELRKTWLDSMARIHVKNGDLSEAAMCYVHVTALV 
AEYLTRKEAVQWEPPLLPHSHSACLRRSRGGVFRQGC 
TAFRVITPNIDEEASMMEDVGMQDVHFNEDVLMELLE 
QCADGLWKAERYELI ADI YKLI I PIYEKRRDFERLAH 
LYDTLHRAYS KVTEVMHSGRRIiLGTYFRVAFFGQAAQ 
YQFTDSETDVEGFFEDEDGKEYIYKEPKLTPLSEISQ 
RLLKLYSDKFGSENVKMIQDSGKVNPKDLDSKYAYIQ 
VTHVIPFFDEKELQERKTEFERSHNIRRFMFEMPFTQ 
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SEQ 
ED 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










TGKRQGGVEEQCKRRTI LTAIHCFPYVKKRI PVMYQH 
HTDLNPIEVAIDEMSKKVAELRQLCSSAEVDMIKLQL 
KLQGSVSVQVNAGPLAYARAFLDDTNTKRYPDNKVKL 
LKEVFRQFVEACGQALAVNERLIKBDQLEYQEEMKAN 
YREMAKELSEIMHEQLG 


2253 


A 


1 


782 


MRMEAGEAAPPAGAGGRAAGGWGKWVRLNVGGTVFLT 
TRQTLCREQKSFLSRLCQGEELQSDRDETGAYLIDRD 
PTYFGPILNFLRHGKLVLDKDMAEEGVLEEAEFYNIG 
PLIRIIKDRMEEKDYTVTQVPPKHVYRVLQCQEEELT 
QMVSTMSDGWRFEQLVNIGSSYNYGSEDQAEFLCWS 
KELHSTPNGLSSESSRKTKSTEEQLEEQQQQEEEVEE 
VEVEQVQVEADAQEK/ CCYKPEAPGCEAPDHLQGLGV 

PI 


2254 


A 


2407 


2216 


SGCVEMLYSHSLEYNPEWI SVQSAVAPAQLALNSDGD 
L * LHSGERTRRD * QLPEAGGPGLQEPLQLGELDITSD 
EFI LDEVDG\ VDLRHYS KQVELELQQI EQKS IRDYI Q 
ESENIASLHNQITACDAVLERMEQMLGAFQSDLSSIS 
SE IRTLQEQSGAMNIRLRNRQAVRGKLGEIiVDGLWP 
SALVTAI LEAPVTE PRFLEQLQELDAKAAAVREQEAR 
GTAACADVRGVLDRLRVKAVTKIREFILQKI YS FRKP 
MTNYQI PQTALLKYRFFYQFLLGNERATAKBIRDEYV 
ETLS KI YLS Y YRS YLGRLMKVQ YEEVAE KDDLMGVED 
TAKKGFFSKPSLRSRNTI FTLGTRGS VI S PTELEAPI 
LVPHTAQRGEQRYPFEALFRSQHYALLDNSCREYLFI 
CEFFWSGPAAHDLFHAVMGRTLSMTLKHLDSYLADC 
YDAIAVFLCIHIVLRFRNIAAKRDVPALDRYWEQVLA 
LLWPRFELILEMNVQSVRSTDPQRLGGLDTRPHYITR 
RYAEFSSALVSINQTI PNERTMQLLGQLQVEVENFVL 
RVAAEFS SRKEQLVFLI NNYDMMLGVLM \ E * ERAADD 
SKEVES FQQLLNARTQEFI EBLLSPPFGGLVAFVKEA 
EAIiIERGQAERLRGEEARVTQLIRGFGSSWKSSVESIj 
SQDVMRSFTNFRNGTSI IQGALTQLIQ\LYHRFHRV\ 
LSQPQLRALPARAELINIHHLMVELKKHKPNF 


2255 


A 


1205 


462 


ASITVSSGRI PTSLSVGPPGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSSI PPCAIiVSQPTVQFILQGSLPLVGCG 
AAQTLAPVPAALTPASEPASQATAASNSEEKTPAPRL 
AAEKTKKEE YMKKLHMQERAVEEVKLAI KPFYQKREV 
TKEEYKDILRKAVQKICHSKSGEINPVKVANLVKAYV 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2256 


A 


1205 


462 


ASITVSSGRI PTSLSVGP PGAPLHRPQKPREGAWDME 
DVAPTGVRQAFSELPFPSHVLPEPGFPDTDPSQVYSP 
GLPPAPAQPSSIPPCALVSQPTVQFILQGSLPLVGCG 
AAQTLAPVPAALTPASEPASQATAASNSEEKTPAPRL 
AAEKTKKEEYMKKLHMQERAVEEVKLAI KPFYQKREV 
TKEEYKDI LRKAVQKI CHSKSGE IN P VKVANLVKAYV 
DKYRHMRRHKKPEAGEEPPTQGAEG 


2257 


A 


901 


521 


FFFGNGVSPCRQAGV*WHDLDSLQNLPPGFKRFSYLS 
LPSS W\DYRHVLPRQANFCI F /M * RRGFTMLARMVS I 
S * PRDLPALASQSAGITGVSHHAPPQMDFTFALLCFA 
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SEQ 
ED 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










LKGCLPRQKEGGTLNLI 






186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLICYDYDLCAS 
C YESGATTTRHTTDHPMQC I LTRVDFDLYYGGE AF S V 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
CPICAAIiPGGDPNHVTDDFAAHLTLEHRAPRDLDESS 
GVRHVRRMFHPGRGLGGPRARRSNMHFTSSSTGGLSS 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQLNSS 
GPSASQLQQLQMQLQLERQHAQAARQQLETARNATRR 
TNTS SVTTTITQSTATTNIANTES SQQTLQNSQFLLT 
RLNDPKMSETERQSMESERADRSLFVQELLLSTLVRE 
ESSSSDEDDRGEMADFGAMGCVDIMPLDVALENliNLK 
ESNKGNEPPPPPL 


2259 


A 


1157 


481 


SWPGQAE PS ERE FWREAAETRGSEVFE IMNPVYS PG 
SSGVPYANAKGIGYPAGFPMGYAAAAPAYSPNMYPGA 
NPTFQTGYTPGTPYKVSCSPTSGAVPPYSSSPNPYQT 
AVYPVRSAYPQQS PYAQQGTY YTQPLYAAPPHVIHHT 
TWQPNGMPATVYPAPI PPPRGNGVTMGMVAGTTMAM 
SAGTLLTAHSPTPVAPHPVTVPTYRA\QGTPTYSYVP 
PQW 


2260 


A 


33 


563 


MVLSVPVI ALGATLGTATS ILALCGVTCLCRHMHPKK 
GLLPRDQDPDLEKAKPSLLGSAQRFNVKKSTEPVQPR 
ALLKFPDI YGPRPAVTAPEVINYADYSLRSTEE PTAP 
ASPQPPNDSRLKRQVTEELFI LPQNGWEDVCVMETW 
NPQKAGSWNQAPKLHYCLDYDCHKAECL* 


2261 


A 


6120 


2968 

• 


HPSPGFDRVRAAMDPNTI IEALRGTMDPALREAAERQ 
LNEAHKSLNFVSTLLQITMSEQLDLPVRQAGVIYLKN 
MITQYWPDRETAPGDI SPYTI PEEDRHCIRENI VEAI 
IHSPELIRVQLTTCIHHIIKHDYPSRWTAIVDKIGFY 
LQSDNSACWLGILLCLYQLVKNYEYKKPEERSPLVAA 
MQHFLPVLKDRFIQLLSDQSDQSVLIQKQIFKIFYAL 
VQYTLPLELINQQNLTEWIEILKTWNRDVPNETLQV 
EEDDRPELPWWKCKKWALHILARLFERYGSPGNVSKE 
YNEFAEVFLKAFAVGVQQVLLKVLYQYKEKQYMAPRV 
LQQTLNYINQGVSHALTWKNLKPHI QGI I QDVI FPLM 
CYTDADEELWQEDPYEYIRMKFDVFEDFI SPTTAAQT 
LLFTACS KRKEVLQKTMGFCYQILTE PNADPRKKDGA 
LHMIGSLAEILLKKKI \YKDQMEYMLPESMYSPLF\S 
SELG\YMRARACWVLHYFCEVKFKSDQNLQTALELTR 
RCLI DDREM PVKVEAAI ALQVLI SNQE KAKE YI TPF I 
RPVMQALLHI IRETENDDLTNVIQKMI CEYSEEVTPI 
AVEMTQHLAMTFNQVIQTGPDEEGSDDKAVTAMGILN 
TIDTLLSWEDHKEITQQLEGICLQVIGTVLQQHVLE 
FYEE I FSLAHSLTCQQVS PQMWQLLPLVFEVFQQDGF 
DYFTDMMPLLHNYVTVDTDTLLSDTKYIiEMIYSMCKK 
VLTGVAGEDAE CHAAKLLE VI ILQCKGRGIDQCIPLF 
VEAALERLTREVKTSEL * TMGLQVAI AALHYNAYLLL 
NTLENLHFPNNVEPVTNHFI / QWLNDVDCFLGLHDRR 
MCVLSLCALIDMEQIPQGLNQVSGQILPAFILLFNGL 
KRAYACHAEHENDSDDDDEAEDDDETEELGSDEDDID 
EDGQEYLEILAKQAGEDGDDEDWEEDDAEETALEGYS 
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SEQ 
ED 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^Unknown, *=Stop codon, 
/=possib!e nucleotide de!etion,=possible nucleotide 
insertion) 










TI IDDEDNPVDEYQI FKAIFQTIQNRNPVWYQALTHG 
LNEEQRKQLQDIATLADQRRAAHESKMIEKHGGYKFS 
AP\WPSSFNFGGPAPGMN 


2262 


A 


13 


2237 


AEGCAERRGTE PWELSMS WESGAGPGLGSQGMDLVW 
S AWYGKCVKGKGS L PLSAHG I WAWLS RAE WDQ VTVY 
LFCDDHKLQRYALNRITVWRSRSGNELPLAVASTADL 
IRCKLLDVTGGLGTDELRLLYOTALVRFVNLI SERKT 
KFAKVPLKCLAQEVNI PDWI VDLRHELTHKKMPHIND 
CRRGCYFVLJ3WLQKTYWCRQLENSLRETWELEEFREG 
IEEEDQEEDKNIWDDITEQKPEPQDDGKSTESDVKA 
DGDSKGSEEVDSHCKKALSHKEIiYERARELLVSYEEE 
QFTVLE KFR YLPKAI KAWNNPS PRVECVLAELKGVTC 
ENREAVIiDAFLDDGFLVPTFEQLAALQI E YEENVDIjN 
DVLVPKPFSQFWQPLLRGLHSQNFTQALLERMLSELP 
ALGISGIRPTYILRWTVELIVANTKTGRNARRFSAGQ 
WEARRGWRLFNCS ASLDWPRMVES CLGS PCWAS PQLL 
RI I F \ KAMGQGLQDE\ EQEKLLRI CS I YTQSGENSLV 
QEGSEASPIGKSPYTLDSLYWSVKPASSSFGSEAKAQ 
QQEEQGSVNDVKEEEKEEKEVLPDQVEEEEENDDQEE 
EEEDEDDBDDEEEDRMEVGPFSTGQES PTAENARLLA 
QKRGALQGSAWQVS SEDYRWDTFP\ LGRMPRSRPRTP 
AELMLENYDTHVI FWTKPVL\ EQRLEPSTCK\ TDTLG 
L\ SCGVGS\GNCSNSSSSNFRGAFLLEARGSLH\GI*\ 
KTGLQLF 


2263 


A 


1 


528 


LGNTVLHYC SMYS KPE CLKLLLRS KPTVD I VNQAGET 
ALDIAKRLKATQCEDLLSQAKSGKFNPHVHVEYEWNL 
RQEEIDESDDDLDDKPSPVKKERSPRPQSFCHSSSIS 
PQDKLALPGFSTPRDKQRLS YGAFTNQI FVSTSTDS P 
TSPTTEAPPLPPRNAGKGPTGPPITPHR 


2264 


A 


422 


2 


APGASVGRAQAAEG* RGGPTGRPPS ALGVS / EAGRAG 
RAGEGRPVP PAYPLCKSAQTSGPPKARLS \ PPLASCG 
GRGPPGGAACATCAPPAGPARSSRCRRRS PPE * GPR* 
PSRPARPS PGSAASRRQKLTPCRCQFRGLiCA 


2265 


A 


1 


1742 


VSAVEFVLHGKDFQVDCKASGSPVP* ISWSLLDGTMI 
NNAMQADDSGHRTRRYTLFNNGTLYFNKVGVAEEGDY 
TC YAQNTLGKDEMKVHLTVI TAAPRI RQSNKTNKRI K 
AGDTAVLDCEVTGDPKPKI FWLLPSNDMI S FS IDRYT 
FHANGSLTINKVKLLDSGEYVCVARNPSGDDTKMYKL 
DWSKPPLI NGLYTNRTVI KATAVRHSKKHFDCRAEG 
TPS PE VMWIMPDNI FLTAPYYGSRI TVHKNGTLE I RN 
VRLSDSADFICVARNEGGESVLWQLEVLEMLRRPTF 
RNPFNEKIVAQLGKSTALNCSVDGNPPPEI IWILPNG 
TRFSNGPQS YQYL I ASNGS FI I SKTTREDAGKYRCAA 
RNKVGYI EKLVI LEIGQKPVI LTYAPGTVKGI SGESL 
SLHCVSDGI PKPNIKWTMPSGYWDRPQINGKYILHD 
NGTLVI KEATAYDRGNYI CKAQNS VGHTLI TVPVMI V 
AYPPRITNRPPRS I VTRTGAAFQLHCVALGVPKPEIT 
WEMPDHSLLSTASKERTHGSEQLHLQGTLVIQNPQTS 
DSGIYKCTAKNPLGSDYAATYIQVI 


2266 


A 


2334 


68 


RWHQAPGPVRQRPPDDLQPGPGL\WMPGPARMTTESA 
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nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
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peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion =possible nucleotide 
insertion) 










GQKIKELLSGIGNISERVSFLKK/RG*PAEQGTDKPQ 
RGHERE \ RAL\ RQAARAPDPSPAPPAPPGAACRHRMC 
SWPPAC*RTAAASAWTRGGPCASRCSPAPVLSTWTRP 
APPSPTPSPWTSSAPVLGGR*RYPWALVRTAGSTCP* 
PCPA\ PVLQS QGGGGRGPCPLRL * G/ PPPWMSAPPTS 
CPSKR\GLPAPEQAHSGHAAVSALPWPGPATHTGPLP 
TRPHPRPWGHFSGNLSGAWQPASRTRLPAGRVPAPIC 
GPHQGVGGA/ GSELP*RTATQACPCAVPPCSGSLLRM 
LLWTS * GPEHYLPSR\DGP* WRQRSPHRPRG/ VP* PT 
CAQQGPSRPWRFKWKAP\ SGRHLQGAPCRCRAHADDG 
DRAGRPGLQRS * SPCAVPPPDPRQPRDTAAGGADPAR 
PALHGG * GQ LLCHRPEAATGV PAAAP PQ PHPAVTRRA 
CPWALATLPASVTAPPGLMG*RETBLAWPEPSGKVGP 
GHVGAERS * KCLEAVEHKADSDWEQPRRALNLAGRSF 
ASSAGVSPSLTAAAAPAL/ glphcwaafpppqqplrp 
GGSAGHSGPGGP\GNRISGVWTWGEFVTVAATPPGAP 
AAPLGGTTRCPTVPLSHCSH\CPAAHSGTPR\WRVLP 
ETKAQNSMQGAPASARGLVPHQGRASGWPVAGMLNN* 
VPPAGAVPSTVHYFQGHSG\GAVAGGGP*APAPSLLP 
QPG\HGPPPGAGVFIWGGCSRRSRCRHCPR 


2267 


A 


29 


175 


KSRPGTVAHACNPSTIiGSRGGR 1 1 PAQEFKTSLGNTV 
SE \ PCLYLRKNN 


2268 


A 


29 


175 


KSRPGTVAHACNPSTLGSRGGRI I PAQEFKTSLGNTV 
SE\ PCLYLRKNN 


2269 


A 


961 


365 


PRVRLNGCGRLAALGRGLKSFLRGTSLCEEI MSLALR 
SELWDKTKRKKRRELSEEQKQEIKDAFELFDTDKDB 
AI D YHELKVAMRALGFDVKKADVLKI LKDYDRE ATGK 
ITFEDFNEWTDWILERDPHEEILKAFKLFDDDDSGK 
I SLRNLRRVARELGENMSDEELRAMIEEFDKDGDGE I 
NQEEFIAIMTGDI 


2270 


A 


131 


1567 


NKLVTERQI LGDPTYMRQADGRKVLRSSI REFLCSEA 

MFHLGVPTTRAGACVTS E S TVVRDVF YDGLD PLRFLS 

LQMSTQGVQAPAW/ RRNDIRVQLLDYVI S SFYPEI QA 

AHASDSVQRNAAFFREVTRRTARMVAEWQCVGFCHGV 

LNTDNMSILGLTIDYGPFGFLDRYDPDHVCNASDNTG 

RYAYSKQPEVCRWNLRKLAEALQPELPLELGEAILAE 

E FDAEFQRHYLQKMRRKLGLVQVELEEDGALVS KIiLE 

TMHLTGADFTNTFYLLSSFPVELESPGLAEFLARLME 

QCAS LEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 

MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 

DWLQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 

YVLRNYIAQNAIEAAERGDFSEVRRVLKLLETPYHCE 

AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 

S S F YPE IQAAHASDSVQRNAAFFREVTRRTARM VAEW 

QCVGFCHGVLNTDNMSILGLTIDYGPFGFLDRYDPDH 

VCNASDNTGRYAYSKQPEVCRWNLRKLAEALQPELPL 

ELGEAILAEE FDAEFQRHYLQKMRRKLGLVQVELEED 

GALVSKLLETMHLTGADFTNTFYLLSSFPVELESPGL 

aeflarlmeqcasleelrlafrpqmdprqlsmmlmla 
qsnpqlfalmgtragiarelerveqqsrleqlsaaeli 
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SEQ 

n> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possib!e nucleotide 
insertion) 










QSRNQGHWADWLQAYRARLDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYIAQNAIEAAERGDFSEVRRVLK 
LLETP YHCE AGAATDAEATEADGADGRQRS YS S KPPL 
WAAELCVT 


2271 


A 


131 


1567 


NKLVTERQILGDPTYMRQADGRKVLRSSIREFLCSEA 
MFHLGVPTTRAGACVTS E STWRDVFYDGLDPLRFLS 
LQMSTQGVQAPAW/RRNDIRVQLLDYVI SSFYPEIQA 
AHASDSVQRNAAFFREVTRRTARMVAEWQCVGFCHGV 
LNTDNMSILGLTIDYGPFGFLDRYDPDHVCNASDNTG 
RYAYSKQPEVCRWNLRKLAEALQPELPLELGEAILAB 
EFDAEFQRHYLQKMRRKLGLVQVELEEDGALVSKLLE 
TMHLTGADFTNTFYLIiS S FPVELES PGLAE FLARLMB 
QCASLEELRLAFRPQMDPRQLSMMLMLAQSNPQLFAL 
MGTRAGIARELERVEQQSRLEQLSAAELQSRNQGHWA 
DWLQAYRARLDKDLEGAGDAAAWQAEHVRVMHANNPK 
YVLRNYI AQNAI EAAERGDFS EVRRVLKLLETPYHCE 
AGAATDAEATEADGADGRQRSYSSKPPLWAAELCVT* 
SSFYPEIQAAHASDSVQRNAAFFREVTRRTARMVAEW 
QCVGFCHGVLNTDNMS I LGLT I DYGPFGFLDRYDPDH 
VOTASDNTGRYAYSKQPEVCRWNLRKLAEALQPELPL 
ELGEAI LAEEFDAEFQRHYLQKMRRKLGLVQVELEED 
GALVSKLLETMHLTGADFTNTFYLLSSFPVELESPGL 
AEFIJUILMEQCASLEELRIjAFRPQMDPRQLSMMLMLA 
QSNPQLFALMGTRAGIARELERVEQQSRLEQLSAAEL 
QSRNQGHWADWLQAYRARLDKDLEGAGDAAAWQAEHV 
RVMHANNPKYVLRNYIAQNAIEAAERGDFSEVRRVLK 
LLETPYHCEAGAATDAE ATEADGADGRQRS YS S KP PL 
WAAELCVT 


2272 


A 


53 


439 


FFLPLLI 1 1 YC YI FI FRAMRETGRALQTFGACKGNGE 
SLWQRQRLQSECKMAKIMLLVILLFVLSWAPYSAVAL 
VAFAGYAHVLTPYMS SVPAVI AKASAIHNPI I YAITH 
PKYRVAIAQHLPCLGVUj 


2273 


A 


9 


410 


MTTTFPPRKMVAQFIiLVAGNVANITTVSLWEEFSSSD 
LADLRFLDMSQNQFQYLPDGFLRKMPSLSHLNLHQNC 
IiMTLHIREHEPPGALTELDLSHNQLSELHLAPGLASC 
LGSLRLFNLSSNQLLGVPPGPLY 


2274 


A 


73 


489 


FLLLRSASPEHTCVKSKTLDPMVIFFTSGTTGFPKMA 
KHSHGLALQPSFPGSRKLRSLKTSDVSWCLSDSGWIV 
ATI WTLVE PWTAGCTVFI HHLPQFDTKVI I QTLVKYP 
INHFWGVSSIYRMILQQDFTSIRFPALE 


2275 


A 


3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 
IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEEIDRT 
DPLQGRDLVRECLEKEPADKTDDDIEQLLEFMHQLPA 
FANMTMSVRRELCSVMI FEWEQAGAI I LEDGQELDS 
WYVI LNGTVE I SHPDGKVENLFMGN S FGI TPTLDKQY 
MHGI VRTKVDDCQFVCI AQQDYWRI LNHVEKNTHKVE 
EEGEIVMVHEHRELDRSGTRKGHI VI KATPERLIMHL 
I EEHSI VDPTYIEDFLLTYRTFLESPLDVGI KLLEWF 
KI DS LRDKVTRI VLLWVNNHFNDFEGDPAMTRFLEEF 
E KNLEDTKMNGHLRLMI ACAAKAKWRQWLQKASRE 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucieotiae aeieuon,— possiDie nucieouue 
insertion) 










SPLQFSLNGGSEKGFGIFVEGVEPGSKAADSGLKRGD 
QIMEV 


2276 


A 


3 


1238 


LTKMHLTENPHPQVTHVSSSQSGCSIASDSGSSSLSD 
IYQATESEVGDVDLTRLPEGPVDSEDDEEEDEEIDRT 
DPLQGRDLVRECLEKEPADKTDDD I EQLLEFMHQLPA 
FANMTMSVRRELCSVMI FEWEQAGAI ILEDGQELDS 
WYVILNGTVEISHPDGKVENLFMGNSFGITPTLDKQY 
MHGIWTKVDDCQFVCIAQQDYWRILNHVEKNTHKVE 
EEGEIVMVHEHRELDRSGTRKGHIVIKATPERLIMHL 
IEEHSIVDPTYIEDFLLTYRTFLESPLDVGIKLIiEWF 
KIDSLRDKVTRI VLLWVNNHFNDFEGDPAMTRFLEE F 
EKNLEDTKMNGHLRLLNIACAAKAKWRQWLQKASRE 
S PLQFSLNGGSEKGFGI FVEGVEPGSKAADSGLKRGD 
QIMEV 


2277 


A 


1 


794 


FRGFLDRGDCAALPCTYPHS PCSH * GGN CLPSLLTRP 
CVKA* PQMSGRKSSMRRWRRQSRLTAGTSS *TPTSST 
MC * ALVGS STWNCMLQAGSTAPGAGTPGSRPTWS SS S 
TCSWTAPSGRARCACAS SS S CAMSAARRGWTS PACWR 
RTSRAWWTTSSPACASSATASVAASTASTWPAARTTG 
GTAESSARPARRASCTGSPARSCWRRRRPPTPSPGRP 
APPSRRTRRAQAGTSALSPGACFGPRSCC* SSTCSSL 
SVAPY 


2278 


A 


269 


832 


MGSSRLAALLLPLLLIVIDLSDSAGIGFRHLPHWNTR 
CPLASHTDDSFTGSSAYI PCRTWWALFSTKPWCVRVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAPAQRKLLPRRHLSEKSHHISIPSPDISHK 
GLRSKRTPPFGSRDMGKAFPKWDS PTPGGDRPSSFEL 
LP* 


2279 


A 


269 


832 


MGSSRLAALLIiPLLLI VIDLS DSAGI GFRHLPHWNTR 
CPLASHTDDSFTGSSAYI PCRTWWALFSTKPWCVRVW 
HCSRCLCQHLLSGGSGLQRGLFHLLVQKSKKSSTFKF 
YRRHKMPAPAQRKLLPRRHLSEKSHHISIPSPDISHK 
GLRSKRTPPFGSRDMGKAFPKWDS PTPGGDRPSSFEL 
LP* 


2280 


A 


2 


381 


VLPTAQGKLYQDDLKVNPANVSHLVS PFTWQGPGGHL 
KAPQWTTS SLF PFQI RNVGTGLCADTKHGALGS PIjRL 
EGCVRG\ RGEAAWNNMQVRAAPQGLAARFSETSAAWG 
ADTASWEGEAWVSDK 


2281 


A 


1 


993 


MRDLFGTRLRRAEDVF PPVI GVAAHKGGVYKTS VS VH 
LAQDLALKGLRVLLVEGNDPQGTASMYHGWVPDLHIH 

HRIETELMGKFDEGKLPTDPHLMLRLAIETVAHDYDV 
IVIDSAPNLGIGTINWCAADVLIVPTPAELFDYTSA 
LQFFDMLRDLLKNVDLKGFEPDDLKKSFKSPEPRLFT 
PEEFFRIFNRSIDAFKDFWASETSDCWSSTLSPEK 
VLRASWKRDSDNSLKSLSPTQIRLGEVLTPVMSAFWE 
AEVWNSGDSDDMALDFDCTS S EVDAESTNRKVLRP 


2282 


A 


3 


582 


SLYQFS WETAGPGTLVGRLRAQDPDLGDNALMAYS I 
LDGEGSEAFSISTDLQGRDGLLTVRKPLDFESQRSYS 
FRVEATNTLI DPAYLRRGPFKDVASVRVAVQDAPE PP 
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SEQ 
ID 


Method 
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beginning 
nucleotide 
location of 
first amino 
acid residue 
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ending 
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peptide 

sequence 


Amino acid sequence (X=Un known, *=Stop codon, 
/=possib!e nucleotide deIetion,=possible nucleotide 
insertion) 










AFTQAAYHLTVPBNKAPGTLVGQI SAADLDS PAS PI R 
YS I LPHSDPERCFS I QPEEGT I HTAAPliDREARAWHN 
LTVLATEL 


2283 


A 


3 


582 


SLYQFSVVETAGPGTLVGRLRAQDPDLGDNALMAYS I 
LDGEGSEAFSI STDLQGRDGLLTVRKPLDFESQRSYS 
FRVEATNTLI DPAYLRRGPFKDVASVRVAVQDAPE PP 
AFTQAAYHLTVPBNKAPGTLVGQI SAADLDS PAS PIR 
YS I LPHSDPERCFS IQPEEGTIHTAAPLDREARAWHN 
LTVLATEL 


2284 


A 


1 


831 


KNVWKRWKKRFFVLVQVI QYTFAMCS YREKKAE PQEL 
LQLDGYTVDYTDPQPGLEGGRAFFNAVKEGDTVI FAS 
DDEQDRI LWVQAMYRATGQSHKPVPPTQVQKLNAKGG 
NVPQLDAPI SQFYADRAQKHGMDEFI SSNPCNFDHAS 
LFEMVQRLTLDHRLNDS YSCLGWFS PGQVFVLDEYCA 
RNGVRGCHRHLCYLRDLLERAENGAM IDPTLXHYSFA 
FCASHVHGNRPDGI GNC * LLKKRNVF * RKS KEEXSXV 
LLRKIRLQHFRXLLFPFG 


2285 


A 


140 


445 


MQPSGLEGPGTFGRWPLLSLLLLLLLLQPVTCAYTTP 
GPPRALTTLGAPRAHTMPGT YAPS TTLS S PSTQGLQE 
QARALMRDF PLVDGHNDLPLVLRQVYHN 


2286 


A 


294 


1568 


MSLTIWTVCGVLSLFGALSYAELGTTIKKSGGHYTYI 
LEVFGPLPAFVRVWVELLI IRPAATAVI SLAFGRYIL 
EPFFIQCEIPELAIKLITAVGITVVMVLNSMSVSWSA 
RIQIFLTFCKLTAILI IIVPGVMQLIKGQTQNFKDAF 
SGRDS S I TRLPLAF YYGMYAYAGWFYLNFVTEEVENP 
EKTI PLAI C I SMAI VT I GYVLTNVAYFTTINAEELLL 
SNAVAVTFSERLLGNFSLAVPI FVALSCFGSMNGGVF 
AVSRLFYVASREGHLPEILSMIHVRKHTPLPAVIVLH 
PLTMIMLFSGDLDSLLNFLSFARWLFIGLAVAGLIYL 
RYKCPDMHRPFKVPLFI PALFSFTCLFMVALSLYSQP 
FSTGIGFVI TLTGVPAYYLFI IWDKKPRWFRIMSEKI 
TRTLQI ILEWPEEDKL* 


2287 


A 


3397 


630 


SPGGRTPAARDSWREVIQNSKEVSIVYWQEKNCCAS 
SAVRCKLSRRGDGQA* C* EINQ\NLAEEAGLNITH\ I 
CLA\ PDSSEAEI IDEILKINEDTRVHGLALQISENLF 
SNKVLiNALKPEKDVDGVTDINLGKLVRGDAHECFVSP 
VAKAVIELLEKSGVNLDGKKILWGAHGSLEAALQCL 
FQRKGSMTMSIQWKTRQLQSKLHEADIVVLGSPKPEE 
I PLTWIQPGTTVLNCSHDFLSGKVGCGSPRIHFGGLI 
EEDDVILLAAALRIQNMVSSGRRWLREQQHRRWRLHC 
LKLQPLSPVPSDIEISRGQTPKAVDVLAKEIGLLADE 
I E I YGKS KAKVRLS VLERLKDQADGKYVLVAGI TPTP 
LGEGKSTVTIGLVQALTAHLNVNSFACLRQPSQGPTF 
GVKGGAAGGGYAQVI PMEEFNLHLTGDIHAITAANNL 
LAAAIDTRILHENTQTDKALYNRLVPLVNGVREFSEI 
QLARLKKLGINKTDPSTLTEEEVSKFARLDIDPSTIT 
WQRVLDTNDRFLRKI TIGQGNTEKGHYRQAQFD I AVA 
SEIMAVLALTDSLADMKARLGRMWASDKSGQPVTAD 
DLGVTGALTVLMKDAI KPNLMQTLEGTPVFVHAGPFA 
NI AHGNS SVLADKI ALKLVGEEGFVVTEAGFGADI GM 
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acid residue 
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sequence 


Predicted 
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Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
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EKFFNI KCRASGLVPNVWLVATVRAIiICMHGGGPSVT 
AGVPLKKEYTEENIQLVADGCCNLQKQIQITQLFGVP 
VWALNVFKTDTRAE I DLVCE LAKRAGAFDAVP CYHW 
SVGGKGSVDLARAVREAASKRSRFQFLYDVQVPIVDK 
I RTI AQAVYGAKDI ELS PEAQAKIDRYTQQGFGNIiPI 
CMAKTHLSLSHQPDKKGVPRDFILPISDVRASIGAGF 
I YPLVGTMSTMPGLPTRPCF YDIDLDTETEQVKGL F 


2288 


A 


474 


4247 


1 1 SI ISTSNKIKMSEAPRFFVGPEDTEINPGNYRHFF 
HHADEDDEEEDDSPPERQIWGICSMAKKSQIPNPMK 
EILERISLFKYITLVWEEEVILNEPVENWPLCOCLI 
S FHS KGF PLDKAVAYAKLRN P FVI NDLNMQ YLI QDRR 
EVYSILQAEGILLPRYAILNRDPNNPKECNLIEGEDH 
VEVNGEVFQKPFVEKPVSAEDHNVYIYYPTSAGGGSQ 
RLFRKIGSRSSVYSPESNVRKTGSYIYEEFMPTDGTD 
VKVYTVGPD YAHAEARKS PALDGKVERDSEGKEVRYP 
VILNAREKLIAWKVCIiAFKQTVCGFDLLRANGQSYVC 
DVNGFSFVKNSMKYYDDCAKILGNIVMRELAPQFHI P 
WSI PLEAEDI PI VPTTSGTMMELRCVIAVIRHGDRTP 
KQKMKMEVRHQKFFDLFEKCDGYKSGKLKLKKPKQLQ 
EVLDI ARQLLMELGQNNDSE I EENKPKLEQLKTVLEM 
YGHFSGINRKVQLTYLPHGCPKTSSEEEDSRREEPSL 
LLVLKWGGBLTPAGRVQAEELGRAFRCMYPGGQGDYA 
GFPGCGLLRLHSTYRHDLKI YASDEGRVQMTAAAFAK 
GLLALEGELTPI LVQMVKS ANMNGLLDSDSDSLS SCQ 
QRVKARLHEILQKDRDFTAEDYEKLTPSGSISLIKSM 
HLIKNPVKTCDKVYSLIQSLTSQIRHRMEDPKSSDIQ 
LYHSETLELMLRRWSKLEKDFKTKNGRYDI SKI PDI Y 
DCI KYDVQHNGFLEI RKTQWELYRIjSKALAD I VI PQE 
YGITKAEKLEIAKGYCTPLVRKIRSDLQRTQDDDTVN 
KLHPVYSRGVLSPERHVRTRLYFTSESHVHSLIiSILR 
YGALCNESKDEQVHCRAMDYIiNVVNELNYMTQIVIMLY 
EDPNKDLSSEERFHVELHFSPGAKGCEEDKNLPSGYG 
YRPASRENEGRRPFKI DNDDE PHTSKRDE VDRAVI LF 
KPMVSEPIHIHRKSPLPRSRKTATNDEESPLSVSSPE 
GTGTWIiHYTSGVGTGRRRRRSGEQITSSPVS PKSLAF 
TSSI FGSWQQ WSENANYLRT PRTLVEQKQNPTVGSH 
CAGLFSTSVLGGSSSAPNLQDYARTHRKKLTSSGCID 
DATRGSAVKRFYI S FARHPTNGFELYSMVPS I C PLET 
LHNALSLKQVDE FIiAS IAS PS SDVPRKTAEI SS TALR 
SSPIMRKKVSLNTYTPAKILPTPPATLKSTKASSKPA 
TSGPSSAWPNTSSRKKNITSKTETHEHKKNTGKKK 


2289 


A 


3 


552 


FIDDEIATEWSLTMETLTKVLARNLYSIjDLSDLPLDK 
LSEQKQKKHKGKGVGHEFQKVSVDKSFSRGWSRDQPG 
QAPMRQRSATTTGS PGTEKARS I VRQKTVDI DDAQIL 
PRSTRVRHFSQSEETGNEVFGALNEEQPLPRSSSTSD 
ILEPFTVERAKGAVPVIDSSSRHAPSLQSFTEASS 


2290 


A 


3 


147 


QPLNHYFICSSHNTYLVGDQLCGQSSVEGYIRCSGGR 
EGVQLMRGTM 


2291 


B 


1 


498 


MDLCQKNETDLENAENNEIQFTEETEPTYTCPDGKSE 
KNHVYCLLDVSDITLEQDEKAKEFI IGTGWEEAPPQR 
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location of 
first amino 
acid residue 
of peptide 
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Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
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S S PAVGLRQ PGLPGPHLLGPTGGRKGLGGTRHQGPEE 
EQRNAFGTAWTPETHPTRGHTGRTEAAVAGGDARPEG 
RLLGSROLNRLPDAETQ 


2292 


A 


963 


5 


LDFLCHRDMGDNI TS I TEFLLLGFPVGPRI QMLLFGL 
FSLFYVFTLLGNGTILGLI SLDSRLHAPMYFFI»SHL\ 
AWDIAYACNTVPRMLVNLLHPAKPI SFAGRMMQTFL 
FSTFAVTECLLLWMSYDLYV\ AI CHPLRYLAIMTWR 
VCITLAVTSWTTGVLLSLIHLVLLLPIjPFCRPQKIYH 
FFCEIIAVLKLACADTHINENMVIiAGAI SGLVGPLST 

iwsymcilcailqiqsrevqrkafctcfshlcvigl 
fygtai imyvgprygnpkeqkkylllfhslfnpmlnp 
licslrnsevkntlkrvlgveral 


2293 


A 


1306 


158 


I SYCPKFPNRDQRDKDGDGVGDACDS CPDVSNPNQSD 
VDNDLVGDS CDTNQDSDGDGHQDS TDNC PTVINSAQL 
DTDKDGIGDECDDDDDNDGIPDLVPPGPDNCRLVPNP 
AQEDSNSDGVGDICESDFDQDQVIDRIDVCPENAEVT 

ltdfrayqtvvldpegdaqidpnwvvlnqgmeivqtm 

NSDPGLAVGYTAF\NGVDFEGTFHVNTQTDDDYAGFI 
FGYQDSSSFYWMWKQTEQTYWQATPFRAVAEPGIQL 
KAVKSKTGPGEHLRNSLWHTGDTSDQVRLLWKDSRNV 
GWKDKVS YRWFLQHRPQVGYI RVRFYEGSELVADSGV 
TIDTTMRGGRLGVFCFSQENI I WSNLKYRCNDTI PED 
FQEFQTQNFDRFDN 


2294 


A 


4701 


866 


DAPGRPPVRLPTMELEDGWYQEEPGGSGAVMSERVS 
GLAGSIYREFERLIVRYDEEWKELIPLWAVLENLD 
S VFAQDQEHQVELELLRDDNEQLI TQYEREKALRKHA 
EEKFIEFEDSQEQEKKDLQTRVESLESQTRQLELKAK 
NYADQI S I LEEREAELKKEYNALHQRHTEMIHNYMEH 
XjERTKLHQLSGSDQLESTAHSRIRKERPISLGIFPLP 
AGDGLLTPDAQKGGETPGSEQWKFQELSQPRSHTSLK 
DELSDVSQGGSKATTPASTANSDVATI PTDTPLKEEN 
EGFVKVTDAPNKSEISKHIEVQVAQETRNVSTGSAEN 
EEKSEVQAI I ES TPELDMDKDLSGYKGSSTPTKGI EN 
KAFDRNTESLFEELS SAGSGLIGDVDEGADLLGMGRE 
VENLI LENTQLLETKNALN I VKNDLI AKVDEIjTCEKD 
VLQGELEAVKQAKLKLEEKNRELEEELRKARAEAEDA 
RQKAKDDDDSDI PTAQRKRFTRVEMARVLMERNQYKE 
RLMELQEAVRWTEMIRASRENPAMQEKKRSSIWQFFS 
RLFSSSSNTTKKPEPPVNLKYNAPTSHVTPSVKKRSS 
TLSQLPGDKSKAFDFLSEETEASLASRREQKREQYRQ 
VKAHVQKEDGRVQAFGWSLPQKYKQVTNGQGENKMKN 
LPVPVYLRPLDKKDTSMKLWCAVGVNLSGGKTRDGGS 
WGASVFYKDVAGLDTEGSKQRSASQSSIiDKLDQELK 
EQQKELKNQEELSSLVWICTSTHSATKVLIIDAVQPG 
NILDSFTVCNSHVLCIASVPGARETDYPAGEDLSESG 
QVDKASLCGSMTSNSSAETDSLLGGITWGCSAEGVT 
GAATSPSTNGASPVMDKPPEMEAENSEVDENVPTAEE 
\ATEATEGNAGSAEDTV\DISQTGVYTEHVFTDPLG\ 
VQI PEDIiS PVYQS SNDSDAYKDQ I SVLPNEQDLVREE 
AQKMSSLLPTMWLGAQNGCLYVHS SVAQWRKCLHS I K 
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location of 
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peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
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LKDSILSIVHVKGI VLVALADGTLAI FHRGVDGQWDL 
SNYHLLDLGR PHHS I RCMTWHDKVWCGYRNKI YWQ 
PKAMKIEKSFDAHPRKBSQVRQLAWVGDGVWVSIRLD 
STLRLYHAHTYQHLQDVD I E P YVSKMLGTGKLGFS FV 
RITALMVSCNRLWVGTGNGVI I SI PLTETVI LHQGRL 
LGLRANKTSGVPGNRPGSVIRVYGDENSDKVTPGTFI 
PYCSMAHAQLCFHGHRDAVKFFVAVPGQVISPQSSSS 
GTDLTGDKGRGHLHRSLWRRP 


2295 


A 


1 


1668 


AAAAAAGAFAGRRAACGAVLLTELLERAAFYGI TSNL 
VLFLNGAPFCWEGAQASEALLLFMGLTYLGSPFGGWL 
ADARIX?RARAIIJjSIx^YLLGMLAFPLLAAPATRAAL 
CGSARLLNCTAPGPDAAARCCSPATFAGLVLVGLGVA 
TVKANI TPFGADQVKDRGPEATRRFFNWFYWS INLGA 
ILSLGGIAYIQQNVSFVTGYAI PTVCVGLAFWFLCG 
QSVFITKPPDGSAFTDMFKXIjTxbCCbyi^oLj^ 
GEGIGVFQQSSKQSLFDSCKMSHGGPFTEEKVEDVKA 
LVKI VPVFLALI PYWTVYFQMQTTYVLQSLHLRI PEI 
SNITTTPHTLPAAWLTMFDAVLI IiLLI PLKDKLVDPI 
LRRHGLLPSSLKRIAVGMFFVMCSAFAAGILESKRLN 
LVKEKTINQTI GNWYHAADL SLWWQVPQYLLI GI SE 
IFASIAGIiEF AYbAAFJt^MybAxJWaJjr r r robVwor v 
GSGLLALVSIKAIGWMSSHTDFGNINGCYLNYYFFLL 
AAIQGATLLLFLI I SVKYDHHRDHQRSRANGVPTSRR 
A 


2296 


A 


132 


695 


TQRAATPLPNS PQEAAILGSRRNQAGRVREKVYRSLP 
GPAFLGESWKRLSVIjQESFbHIilPRUby^^ JfJv 
SLPSQFFGSFGKPVACVTCACSLQLLKFIPEKSDIDL 
LVYRIDHYQQRLQALFFKKKFQERLAEAKPKVEGRAE 
GCRRLRVESYLIMILEKHFPDILNMPSEIjQHLPEAAK 
VK 


2297 


A 


5 


505 


CKKCQKKFSSGYQLILHHRVHVIERPYECKECGKNFR 
SGYQLTLHQRFHTGEKPYECTECGKNFRSGYQIiTVHQ 
RFHTGEKTYECTQCGKAFI YASHIAQHER IHTGGKPY 
ECQECGRAFSQGGHLRIHQRVHTGEKPYKCKECGKTF 
STRSXLVEHGRVHTDEKPY 


2298 


A 


102 


449 


PAPASGFTQTWGDACDPAAPQRPLEACFSVQSRTSSP 
MEPPIPQSAPLTPNSVMVQPLLDSRMSHSRLQHPLTI 
L P I DQ VKT S HVEND Y I DN P S L ALTTG PKRTRGG APE L 
APTPA 


2299 


A 


402 


2624 


MAESRGRLYLWMCLAAAIiAS FLMGFMVGWF I KPLKET 
TT YHfl q T RWICLVSEMKAENI KS FLRSFTKLPHLA 
GTEQNFLLAKKIQTQWKKFGLDSAKLVHYDVLLSYPN 
ETNANYISI VDEHETEI FKTS YLEPPPDGYENVTNIV 
PPYNAFSAQGMPEGDLVYVNYARTEDFFKLEREMGIN 
CTGKIVIARYGKIFRGNKVKNAMLAGAIGIIIjYSDPA 
DYFAPEVQPYPKGWNLPGTAAQRGNVLNLNGAGDPLT 
PGYPAKEYTFRLDVEEGVGI PRI PVHPIGYNDAEILL 
RYLGGIAPPDKSWKGALNVSYSIGPGFTGSDSFRKVR 
MHVYNINKI TRI YNWGTI RGS VE PDRYVILGGHRDS 
WVFGAIDPTSGVAVLQEI ARS FGKLMSKGWRPRRTI I 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










FASWDAEEPGLLGSTEWAEENVKILQERSIAYINSDS 
SIEGNYTLRVDCTPLLYQLVYKLTKEIPSPDDGFESK 
FLYESWVEKDPSPENKNLPRINKLGSGSDFEAYFQRL 
GIASGRARYTKNKKTDKYSSYPVYHTIYETFEIiVEKF 
YDPTFKKQLSVAQLRGALVYELVDSKI I PFNIQDYAE 
ALKNYAAS I YNLS KKHDQQLTDHGVS FDSLFS AVKNF 
SEAASDFHKRLI QVDLNNPI AVRMMNDQLMLLERAF I 
DPLGLPGKLFYRHI IFAPSSHNKYAGESFPGI YDAI F 
DI ENKAN SRLAWKEVKKHI S I AAFTIQAAAGTLKEVL 
* 


2300 


A 


74 


520 


PGVGPCLSVPPSAPSLVFRSVAGGAGMAERGLE PS PA 
AVAALPPEVRAQLAELELELSEGDITQKGYEKKRSKIj 
LSPYSPQTQETDSAVQKEIiRNQTPAPSAAQTSAPSKY 

hrtrsggarderyrsgeeklqngqustrfpnssmncvs 


2301 


A 


6256 


5813 


mai^lwaltllgllgagaslrprklidffrsekelnhl 
avdeasgwylgavnalyqldaklqleqqvatgpvld 
nkkctppieasqcheaemtdnvnqlllvdpprkrlve 
cgqllkgilrsarpeqhlpppvlrgrqrgevfrgqq* 


2302 


A 


402 


578 


MPTYWIJ^NLRPGLQPFLLHFLLEWLAVFCCKIMVLAA 
AGLLPTLHMASFFSNALYNCFY 


2303 


A 


186 


1338 


TRMSRHEGVSCDACLKGNFRGRRYKCLICYDYDLCAS 
CYES GATTTRHTTDH PMQC I LTRVDFDL YYGGEAF S V 
EQPQSFTCPYCGKMGYTETSLQEHVTSEHAETSTEVI 
CPI CAALPGGDPNHVTDDFAAHLTLEHRAPRDLDES S 
GVRHVRRMFHPGRGLGGPRARRSNMHFTS S STGGLS S 
SQSSYSPSNREAMDPIAELLSQLSGVRRSAGGQLNSS 
GPSASQLQQLQMQLQLERQHAQAARQQLETARNATRR 
TNTS SVTTTITQS TATTNI ANTE SSQQTLQNS QFLLT 
RLNDPKMSETERQSMESERADRSLFVQELLLSTLVRE 
ESSSSDEDDRGEMADFGAMGCVDIMPLDVALENLNLK 
ESNKGNEPPPPPL 


2304 


A 


126 


397 


PLTEDGS PGPPPEGFKDLRNQRP PPHTGPWRGPGPSG 
PPRSGQVPDNSTRCFLSDFWS PQGDQRPSCP YTGARP 
RQGAAQHLRCPSRRRR 


2305 


A 


3 


457 


RAFDVRRKKSLRPCCPRDFHAGCLTVSGPSTVMGAVG 
ESLSVQCRYEEKYKTFNKYWCRQPCLPIWHEMVETGG 
SEGWRSDQVI I TDHPGDIiTFTVTLENLTADDAGKYR 
CGIATILQEDGLSGFLPDPFFQVQVLVSSASSTENSV 
KTP 


2306 


A 


1 


1117 


NSRVDDFVAVMAPRTLVLLLSGAbALTQTWAGSHSMR 
YFFTSVSRPGRGEPRFIAVGYVDDiyr VKr D&lJAAby 
RMEPRAPWI EQEGPE YWDGETRKVKAHSQTHRVDLGT 
LRGYYNQSEAGSHTVQRMYGCDVGSDWRFLRGYHQYA 
YDGKDYIALKEDLRSWTAADMAAQTTKHKWEAAHVAE 
QLRAYLEGTCVEWLRRYLENGKETLQRTDAPKTHMTH 
HPI SDHEATLRCWALS FYPAEITLTWQRDGEDQTQDT 
ELVETRPAGDGT FQKWAAVWPSGQEQRYTCHVQHEG 
LPKPLTLRWEPSSQPTI PIVGI I AGLVLFGAVI TGAV 
VAAVMWRRKS SDRKGGS YSQAAS SDSAQGSDVSLTAC 
KV 
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SEQ 
ID 


Method 
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nucleotide 
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first amino 
acid residue 
of peptide 
sequence 


Predicted 
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nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (XMUnknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 


2307 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFIPEVAVAYPKSKPLT 
TQ I KI KKP P KVTMKTGKS LLHLH S TLEMFAAR WR S KA 
PMSLFLLEVHFNLKVQYS VHENQLQMATSLDRRGN/ Y 
TGFITS YLEEAYI PWNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2308 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFI PEVAVAYPKS KPLT 
TQI KI KKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYSVHENQLQMATSLDRRGN/Y 
TGFITS YLEEAYI PVVNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2309 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFI PEVAVAYPKS KPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYS VHENQLQMATSLDRRGN/ Y 
TGFITSYLEEAYI PVVNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2310 


A 


3 


491 


DAWVAHASGELPPQTTKTLARFI PEVAVAYPKS KPLT 
TQIKIKKPPKVTMKTGKSLLHLHSTLEMFAARWRSKA 
PMSLFLLEVHFNLKVQYS VHENQLQMATSLDRRGN/ Y 
TGFI TS YLEEAYI PVVNDVLQVGLPLPDFLAMNYNLA 
ELDIVENALMLDLKLG 


2311 


A 


75 


739 


APRAAPRLTMVSRMVS TMLSGLLFWLASGWTPAFAYS 
PRTPDRVSEAD IQRLLHGVMEQIiGI ARPRVE YPAHQA 
MNLVGPQS I EGGAHEGLQHLGPFGNI PNI VAELTGDN 
I PKDFS EDQGYPDPPNPC PVGKTADDGCIiENTPDTAE 
FSREFQLHQHLFDPEHDYPGLGKWNKKLLYGKMKGGE 
RRKRRS VN P YLQGQRLDNWAKKS VPHF SDEDKD PE 


2312 


A 


2 


606 


PSIRKHGTHPFPPT*SSPSGSC\SHCIAHSQCRQSPP 
HASC * RGSRWG* SGRAGWPAPGCR* AAPGLAGS AHPR 
PPPSNPRCPPPDAGPPGSGDPGLAAPEPSNHGRQHTA 
AAAAAGESQRHGRPGLAA*QPPLDTGPAARGSPPAPP 
GARPRGGGRQHRPQGLPQAQPQ*APGVRAAPRAAAPP 
\GHAGPDQAPEKAARTRG 


2313 


A 


42 


706 


PRGQMAS TGLELLGMTLAVLGWLGTLVS CALPLWKVT 
AFIGNSIWAQWWEGLWMSCWQSTGQMQCKVYDSL 
LALPQDLQAARALC VI ALLLALLGLLVAI TGAQCTTC 
VEDEGAKARI VLTAGVILLLAGILVLI PVCWTAHAI I 
QDFYNPLVAEALKRELGASLYLGWAAAALLMLGGGLL 
CCTCPPPQVERPRGPRLGYS I PSRSGASGLDKRD YV 


2314 


A 


2 


484 


FVANMLCGLSRETPGEADDGPYSKGGKDAGGADVCLA 
CRRQS I PEEFRGITWELI KKEGSTLGLTI SGGTDKD 
GKPRVSNLRPGGLAARSDLLNI C?D x I Kb VWb J. riJj 1 Kjj 
RHDEI ITLLKNVGERWL/EAPENNPRI ISKTVDVSL 
YKEGNSFGFVLRGQ 


2315 


A 


326 


2002 


GLSRMSTETELQVAVKTSAKKDSRKKGQDRSEATLI K 
RFKGEGVRYKAKLIGIDEVSAARGDKLCQDSMMKLKG 
WAGARS KGEHKQKI FLTI S FGGI KI FDEKTGALQHH 
HAVHEI S YI AKDI TDHRAFGYVCGKEGNHRFVAI KTA 
QAAEPVILDLRDLFQLIYELKQREELEKKAQKDKQCE 
QAVYQTILEEDVEDPVYQYIVFEAGHEPIRDPETEEN 
IYQVPTSQKKEGVYDVPKSQPVSAVTQLELFGDMSTP 
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Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possib!e nucleotide 
insertion) 










PDITSPPTPATPGDAFIPSSSQTLPASADVFSSVPFG 
TAAVPSGYVAMGAVLPSFWGQQPLVQQQMVMGAQPPV 

AQVMPGAQPIAW^iyr'Ljijr fAiyyf WirX vt\\3\£r rrnftr 

MPTQTVMPLPAAMFQGPLTPLATVPGTSDSTRSSPQT 
DKPRQKMGKETFKDFQMAQPPPVPSRKPDQPSLTCTS 
EAFS S YFNKVGVAQDTDDCDDFDI SQLNLTPVTSTTP 
STNSPPTPAPRQSSPSKSSASHASDPTTDDIFEEGFE 
SPSKSEEQEAPDGSQASSNSDPFGEPSGEPSGDNISP 


2316 


A 


132 


428 


VNVLNQEIEAFSLSEDTSSGLPEDRWSVSFRVLYPI 
VITSLGVFYDANDVGFQRNITVKLYQAEQEEALFIAR 
FSPPSCGVQVNKLWYKPVEQFILPE 


2317 


A 


2334 


1226 


TAAAPVAPGTMDDATVLRKKGYIVGINLGKGSYAKVK 
SAYSERLKFNVAVKIIARKK1 P±Dr Vii.Ki5 Jjir'K^r'UJXiJ 
ATVNHGSIIKTYEIFETSDGRIYIIMELGVQGDLLEF 
IKCQGALHEDVARKMFRQLSSAVKYCHDLDIVHRDLK 
CENLLLDKDFNIKLSDFGFSKRCLRDSNGRI ILSKTF 
CGSAAYAAPEVLQSIPYQPKVYDIWSLGVILYIMVCG 
SMPYDDSDIRKMLRIQKEHRVDFPRSKNLTCECKDLI 

„_ WT «\ nr . tro \ vtoT LTTTYCTTT OUCTaTT .ADP'K'D'KA ATS S A 

YRMIjQ \ PDVS \ KKJuril Ua JL Jjorio w±jy ir ris-fiN. xrixao/* 
SFKREGEGKYRAECKLDTKTGLRPDHRPDHKLGAKTQ 
HRLLWPENENRMEDRLAETSRAKDHHISGAEVGKAS 
T 


2318 


A 


993 


848 


TRYAT PLAPGPGHPr b Lb KKIY1A1 rttl l J-twmijJ-trt 1 1 j-»vj v aj 
GDLQAAPEAQVSVQPNFQQDKFLGRWFSAGLASNS SW 
IiREKKAALSMCKSWAPATDGGLNLTSTFLRKNQCET 
RTMLLQPAGSLGSYSYRSPHWGSTYSVSWETDYDQY 
ALLYSQGSKGPGEDFRMATLYSRTQTPRAELKEKFTA 
FCKAQGFTEDTIVFLPQTDKCMTEQ 


2319 


A 


2 


394 


AI HVRCLLS PGHTAGHMS YFLWEDDC PDPPALFSGDA 
LSVAGCGSCJjEGoAyyjYk x yo J-iiU2i.u<a i-uir tr Ei j. x\.v r ^.vjxi 
EHTLSNLEFAQKVEPCNDHKRDEDDVPTVPSTLGEER 
LYN P FLR VAEE PVRKFTGKA 


2320 


A 


2 


762 


LEEVLKSELSGNFEKTALALLDHPSEYAARQLQKAMK 
GLGTDESVLIEFLCTRTNKEI I AI KEAYQRLFDRSLE 
SNVKGDTSGNLKKI LVSLLQANRNEGDDVDKDIiAGQD 
AKDLYDAGEGRWGTDELAFNEVLAKRSYKQLRATFQA 
YQILIGKDI EEAIEEETSGDLQKAYLTLVRCAQDCED 
YFAERLYKSMKGAGTDEETLIRI I VTRAEVDLQGI KA 
KFQEKYQKSLSDMVRSDTSGDFRKLLVALLH 


2321 


A 


3 


JL jjj 


QHSSRAGISSVAMPWAPLGHSGSHQLCVTFSSLHCLT 
RRNMHQMTDGLDKPGQIRWPLAITIAIAWILVYFCIW 
KGVGWTGKWYFSATYPYIMLI I LFFRGVTLPGAKEG 
ILFYITPNFRKLSDSEVWLDAATQIFFSYGLGLGSLI 
ALGSYNSFHNNVYRDSIIVCCINSCTSMFAGFVIFSI 
VGFMAHVTKRS I ADVAASGPGLAFLAYPEAVTQLPI S 
PLWAIIiFFSMLLMLGIDSQFCTVEGFITALVDEYPRL 
LRNRRELFIAAVCIISYIiIGLSNITQGGIYVFKLFDY 
YS ASGMSLLFLVFFECVS I SWF YGVNRF YDNIQEMVG 
SRPCI WWKLCWSFFTPI I VAGVFI FSAVQMTPLTMGN 
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Amino acid sequence (X=Unknown, *=Stop codon, 
/=possib!e nucleotide deletion,=possibIe nucleotide 
insertion) 










YVFPKWGQGVGWLMALS SMVLI PGYMAYMFLTLKGSL 
KQRIQVMVQPSEDIVRPENGPEQPQAGSSTSKEAYI 


2322 


A 


775 


945 


MMYILLVFLTLWLLIEMIHCLQNGDHRRTRPPTETGW 
LPLRFHLRTGKILRYLRGE * 


2323 


A 


197 


598 


MSALRPLLLLLLPLCPGPGPGPGSEAKVTRSCAETRQ 
VLGARGYSLNLI PPALI SGEHLRVCPQE YTCCS SETS 
QRLIRETEATFRGLVEDSGSFLVHTLAARHRKFDEFF 
LEMLFETLAFFCPDLSSHSTGA* 


2324 


A 


2031 


56 


GTAETFHS VHFCPQPVPKAPE S PSLDSALAS PLDPQA 
LACTPASPPDSQPPASPQDSEALDFETPSSSLAPQTP 
DSALASETLASPQSLPPASPLLEDREEGDLGKASELA 
ETPKEEKAEGAAMLELVGS I LRGCVPGVYRVQTVPSA 
RRPVVKFCHRPSGLHGDVSLSNRLALHNSRFLSLCSE 
LDGRVRPLVYTLRCWAQGRGLSGSGPLLSNYALTIiLV 
IYFLQTRDPPVLPTVSQLTQKAGEGEQVEVDGWDCSF 
PRDASRLEPSINVEPIiSSLLAQFFSCVSCWDLRGSLL 
SLREGQALPVAGGLPSNLWEGLRLGPLNLQDPFDLSH 
NVAANVTSRVAGRLQNCCRAAANYCRSLQYQRRSSRG 
RDWGLLPLLQPSSPSSLLSATPIPLPLAPFTQLTAAL 
VQVFREALGCHIEQATKRTRSEGGGTGESSQGGTSKR 
LKVDGQKNCCEEGKEEQQGCAGDGGEDRVEEMVIEVG 
EMVQDWAMQS PGQPGDLPLTTGKHGAPGEEGQPSHAA 
LAERGPKGHEAAQEWSQGEAGKGASLPSSASWRCALW 
HRVWQGRRRARRRLQQQTKEGAGGGAGTRAGWLATEA 
QVTQELKGLSGGEERPETE PLLS FVAS VS PADRMLTV 
TPLQDPQGLFPDLHHFLQVFL PQAIRHLK 


2325 


A 


3 


262 


SLSMCREVHVYE YI PSVRQTELCHYHELYYDAACTLG 
AYHPLLYEKLLVQRLNMGTQGDLHRKGKVVLPGFQAV 
HCPAPSPVIPHS 


2326 


A 


241 


1449 

- 


ASLCKGCFFVTHVLVI ILPSLQSPPTFGFLLDIDGVL 
VRGHRVI PAALKAFRRL WSQGQLRVPWFVTNAGNI 
LQHSKAQELSALLGCEVDADQVILSHSPMKLFSEYHE 
KRMLVS GQG P VMENAQGLG FRNWTVDE LRMAF P LLD 
MVDLERRLKTTPLPRNDFPRIEGVIjLLGEPVRWETSL 
QLI MDVLLSNGS PGAGLATPP YPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLLCLETIYQKVTGKELRYEGLMGK 
PSILTYQYAEDLIRRQAERRGWAAPIRKLYAVGDNPM 
SDVYGANLFHQYLQKATHDGAPELGAGGTRQQQ PSAS 
QSCISILVCTGVYNPRNPQSTEPVLGGGEPPFHGHRD 
LCFS PGLMEASHWNDVNEAVQLVFRKEGWALE 


2327 


A 


241 


1449 


ASLCKGCFFVTHVLVI ILPSLQSPPTFGFLLDIDGVL 
VRGHRVI PAALKAFRRLVNSQGQLRVPWFVTNAGNI 
LQHSKAQELSALLGCEVDADQVI LSHSPMKLFSEYHE 
KRMLVSGQG P VMENAQGLG FRNWTVDELRMAFPLLD 
MVDLERRLKTTPLPRNDFPRI EGVLLLGE PVR WETS L 
QLIMDVLLSNGSPGAGLATPPYPHLPVLASNMDLLWM 
AEAKMPRFGHGTFLLCLETIYQKVTGKELRYEGLMGK 
PS I LTYQ YAEDLI RRQAERRG WAAP I RKLYAVGDNPM 
SDVYGANLFHQYLQKATHDGAPELGAGGTRQQQPSAS 
QSCISILVCTGVYNPRNPQSTEPVLGGGEPPFHGHRD 
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/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










LCFS PGLME ASHVVNDVNEAVQLVFRKEGWALE 


2328 


A 


1 


359 


I S GES I YWSQKPTPS SNASPWSE PAAVDVELTAYALL 
AQLTKPSLTQKEIAKATSIVAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATxAx VPSEElNLVVJYbxEW* ijtilv 
NIQAVNRM 


2329 


A 


1 


359 


I SGES I YWSQKPTPS SNASPWSEPAAVDVELTAYALL 
AQLTKPSLTQKEIAKATSIVAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAY VPSEEINLV VJvfa lENr yK± 
NIQAVNRM 


2330 


A 


1 


359 


ISGESIYWSQKPTPSSNASPWSEPAAVDVELTAYALL 
AQLTKPSLTQKE I AKATS I VAWLAKQRNAYGGFSSTQ 

nrmnrs t t h T^"\/"TV rrMT»7k VXTn/^WP T"KTT T TT TTV ^ r T" r O"KTTI 1 /*\T") ' 1 * C 1 

DTVVALQALAKYATTAYVPSEEINIjVV]^ lENr QK 1 r 
NIQAVNRM 


2331 


A 


1 


359 


I SGES I YWSQKPTPS SNAS PWSE PAAVDVELTAYALL 
AQLTKPSLTQKEI AKATS I VAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAYVPSEE INL W Kb 1 EN r QK 1 r 
NIQAVNRM 


2332 


A 


1 


359 


I S GES I YWS QKPT PS SNAS PW SE PAA VD V E Jj 1 A x Aixb 
AQLTKPSLTQKE IAKATS I VAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAYVPSEE INLWKSTENFQRTF 
NIQAVNRM 


2333 


A 


21 


446 


MESAVRVESGVLVGWCLLLAC PATATGPEVAQ PEVD 
TTLGRVRGRQVGVKGTDRLVNVFLGI PFAQP PLGPDR 
FSAPHPAQPWEGVRDASTAPPMCLQDVESMNSSRFVL 
NGKQQI FSVSEDCLVLNVYS PAEVPAGSGRP 


2334 


A 


320 


171 


AASTTDGSYKCLCLPGYVPSDKPNYOTPLNTALNIiEK 
CPFGLPHLSGSS 


2335 


A 


351 


49 


PASPPRWGCWGCWGRWDCFASRSPWARS* SRRPPRST 
AAAPRS PARPRTCAGCTRRTWKTGRPARSRRSGRTPR 
AGR* K* SPGSGTRTSRPGGRRRPAGAR 


2336 


A 


3 


813 


THAS ENAHGQAS S FANFLVRT YLGKDAGFDS E I FKRS 
TFGPSVEFTSVLKPVFAREKEPFSLSCLFSEDVLDAE 
SIQWFRDGSIiLRSSRRRKILxlUKUAfaijJvV&L.l iJ\EU 
EGLYMVRVPSPFGPREQSTYVLVRDAEAENPGAPGSP 
LNVRCLDVNRDCLILTWAPPSDTRGNPITAYTI ERCQ 
GESGEWIACHEAPGGTCRCPIQGLVEGQSYRFRVRAI 
SRVGSSVPSKASELWMGDHDAARRKTEIPFDLGNKI 

m-r nrm \t> tit trvmT 

T I S TDAFEDTV 


2337 


A 


834 


628 


D I REYK*NNPLVHMRTDET * MTMK* *MVKEKKI VKED 
WRKVHLAS*QSFPSFFVIEHSKAIRGSWFPQL 


OTTO 

Z 6 Jo 






coo 


X\J JL X$.El X JA. J.N 1M IT U V ni U\ X UCl X 11 X 1*1 IV 1*1 V 1VDIU.VX V luJV 

WRKVHIiAS * QSFPSFFVI EHS KAIRGSWFPQL 


2339 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 

c 


2340 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
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QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2341 


A 


3 


449 


PGAPRVRLETHPEPLPSDTMVSSCCGSVCSDQGCGLE 
TCCRPSCCQTTCCRTTCCRPSCCVSSCCRPQCCQSVC 
CQPTCCRPSCCPSCCQTTCCRTTCCRPSCCVSSCCRP 
QCCQSVCCQPTCCRPSCSISSCCRPSCCVSRCCRSQR 
C 


2342 


A 


38 


1435 


ACLI CFRI GRGNCSRKI CEE FLNPQI LLTLELWTLA 
GKNKCRCWTMLETLSRQWIVSHRMEMWLLILVAYMFQ 
RNVNSVHMPTKAVDPEAFMNISEI IQHQGYPCEEYEV 
ATEDGYILSVNRI PRGLVQPKKTGSRPWLLQHGLVG 
GASNWI SNLPNNSLGFI IiADAGFDVWMGNSRGNAWSR 
KHKTLSIDQDEFWAFSYDEMARFDLPAVINFILQKTG 
QEKI YYVGYSQGTTMGF IAFS TMPELAQKI KMYFALA 
PI ATVKHAKS PGTKFLLLPDMM I KGLFGKKEFL YQTR 
FLRQL VI YL CGQVI LDQ I CSN I MLLLGGFNTNNMNMS 
RASVYAAHTLAGTSVQNI LHWSQAVNSGELRAFDWGS 
ETKNLEKCNQPTPVRYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLSEVTNLIYHKNIPEWAHVDFIWGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2343 


A 


38 


1435 


ACLICFRIGRGNCSRKICEEFLNPQILLTLELWTLA 
GKNKCRCWTMLETLSRQWIVSHRMEMWLLILVAYMFQ 
RNVNSVHMPTKAVDPEAFMNISEI IQHQGYPCEEYEV 
ATEDGYILSVNRI PRGLVQPKKTGSRPWLLQHGLVG 
GASNWI SNLPNNSLGFI IiADAGFDVWMGNSRGNAWSR 
KHKTLSIDQDEFWAFSYDEMARFDLPAVINFILQKTG 
QEKI YYVGYSQGTTMGFIAFSTMPELAQKI KMYFALA 
PI ATVKHAKS PGTKFLLLPDMMI KGLFGKKEFL YQTR 
FLRQLVI YLCGQVI LDQI CSN I MLLLGGFNTNNMNMS 
RASVYAAHTLAGTSVQNI LHWSQAVNSGELRAFDWGS 
ETKNLEKCNQPTPVRYRVRDMTVPTAMWTGGQDWLSN 
PEDVKMLLS EVTNLI YHKN I PEWAHVDF I WGLDAPHR 
MYNEI IHLMHQEETQPFPRTA 


2344 


A 


91 


1042 


VTMYKDCIESTGDYFLLCDAEGPWGI ILESLAILGI V 
VTILLLLAFLFLMRKIQDCSQWNVLPTQLLFLLSVLG 
LFGLAFAFI I ELNQQTAPVRYFLFGVLFALCFS CLLA 
HASNLVKLVRGCVSFSWTTILCIAIGCSLLQI I I ATE 
YVTLIMTRGMMFVNMTPCQLNVDFVVLLVYVLFLMAL 
TFFVS KATFCGPCENWKQHGRLI F I TVLFS 1 1 1 WWW 
I SMLLRGN PQFQRQPQWDDPWCI ALVTNAWVFLLLY 

Tirm3»T r«TT VDcn3r\T7PDT new a pdut a vr>UQ UTilHTMn 
± V Ph» J_iC 1 Jj i Ko L»Ky JrijyoiMiiL. rVlAI W**o ryv HlMy 

ELSRDKWKVLLNSDFLSHSGA 


2345 


A 


2 


669 


AHTMVPEEEPQDREKGLWWVQVKVWSMAWSILLLSV 
CFTVSSWPHNFMYSKTVKRLSKLREYQQYHSSLTCV 
MEGKDIEDWSCCPTPWTSFQSSCYFISTGMQSWTKSQ 
KNCSVMGADLWINTREEQDFIIQNLKRNSSYFLGLS 
DPGGRRHWQ WVDQTPYNEN\ SREYRMRFWHSGEPNNL 
DERCAI I NFRS S EEWGWNDI HCHVPQKS I C KMKKI YI 


2346 


A 


2 


669 


AHTMVPEEEPQDREKGLWWVQVKVWSMAWSILLLSV 
CFTVSSWPHNFMYSKTVKRLSICLREYQQYHSSLTCV 
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664 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










MEGKDIEDWSCCPTPWTSFQSSCYFISTGMQSWTKSQ 
KNCSVMGADLWINTREEQDFIIQNLKRNSSYFLGLS 
DPGGRRHWQWVDQTPYNEN\ SRE YRMRFWHSGE PNNL 
DERCAI INFRS SEEWGWNDIHCHVPQKS I CKMKKI YI 


2347 


A 


1 


2093 


MLVLNSWAQVIHWPQPPKVLGLQPLEKTOYGFLGTDR 
VEEKTSVIT I RVSVTHRHNS YMEAENLTELSKFLLLG 
LSDDPELQPVLFGLFLSMYLVTVLGNLLI ILAVSSDS 
HLHTPMYFFLSNLSFVDICFISTTVPKMLVSIQARSK 
DI SYMGCLTQVYFLMMFAGMDTFLLAVMAYDRFVAI C 
HPLHYTVIMNPCIiCGLLVLASWF 1 1 FWFSLVHI LLMK 
RLTFSTGTEI PHFFCEPAQVLKVACSNTLLNNI VLYV 
ATALLGVFPVAGILFSYSQIVSSLMGMSSTKGKYKAF 
STCGSHLCWSLFYGTGLGVYLSSAVTHSSQSSSTAS 
VMYAMVTPMLNPFIYSLRNKDVKGALERLLSRADSCL 
LRCPSYTEPQNLTGVSEFLLLGLSEDPELQPVIiAGLF 
LSMYLVTVLGNLLIIIAVSSDSHLHTPMYFFLSNLSL 
ADIGFTSTTVPKMIVDMQTHSRVISYEGCLTQMSFFV 
LFACMDDMLLSVMAYDRFVAI CHPLHYRI IMNPRLCG 
FLILLSFFI SLLDSQLHNLIMLQLTCFKDVDI SNFFC 
DPSQLLHLRCSDTFINEMVIYFMGAIFGCLPISGILF 
SYYKIVSPILRVPTSDGKYKAFSTCGSHLAWCLFYG 
TGLVGYLSSAVLPSPRKSMVASVMYTVVTPMLNPFIY 
SLRNKDI QS ALCRLHGRI I KS HHLHPFCYMG 


2348 


A 


773 


317 


QCTQKAAEGYTQFYYVDVLDGKLACVNKCTKGTKSQM 
NCNLGTCQLQRSGPRCLCPNTNTHWYWGETCEFNIAK 
SLVYGIVGAVMAVLLLALIILIILFSLSQ\RKRHRPE 
SEGEADFGLENATNNFG\PTLETVDSGTELHIQ\RPE 
MVASTV 


2349 


A 


55 


414 


MALTGYSWLLLSATFLNVGAEISITLEPAQPSEGDNV 
TLVVHGLSGELLAYSWYAGPTLSVSYLVASYIVSTGD 
ETPGPAHTXREAVRPDGSLDIQGILPRHSSTYILQTF 
NRQLQTEVG 


2350 


A 


1 


790 


RGYNPNVNAGI INS FATAAFRFGHTLINPI LYRLNAT 
LGEISEGHLPFHKALFSPSRI IKEGGIDPVLRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGSPGDIDLWPALMVEDLI PGTRVGPTLMC/ 
ML / STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGDSIQQVQADVF/RKRQEYPQDYLNCKRES 
PNVDPAKC 


2351 


A 


1 


790 


T3 n vm dww A d T T NT ^ F AT AAFRFGHTLI N P I L YRLNAT 
LGEISEGHLPFHKALFSPSRIIKEGGIDPVIjRGLFGV 
AAKWRAPSYLLSPELTQRLFSAAYSAAVDSAATIIQR 
GRDHGIPPYVDFRVFCNLTSVKNFEDLQNEIKDSEIR 
QKLRKLYGSPGDIDLWPALMVEDLIPGTRVGPTLMC/ 
ML/ STQFQRLRDGDRFWYENPGVFTPAQLTQLKQASL 
SRVLCDNGD S IQQVQADVF/ RKRQE YPQDYLNCKRE S 
PNVDPAKC 


2352 


A 


1 


671 


NFLPRRLLLTGPPQVGKTGS YLQFLRI LFRMLI RLLE 
VDVYDEEEINTDHNESSEVSQSEGEPWPDIESFSKMP 
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665 
TABLE 7 



SEQ 
D> 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










FDVSVHDPKYSLMSLVYTEKLAGVKQEVI KESKVEEP 
RKRETVSIMLTKYAAYNTFHHCEQCRQYMDFTSASQM 
SDSTLHAFTFSSSMLGEEVQLYFIIPKSKESHFVFSK 
QGKHLESMRLPLVSDKNLNAVKS PI FTPSSG ft HEHCaH 

V 


2353 


A 


2 


805 


RELHKEVEVAKRNLAQQKI I SEMESKLVEQQLAEENK 
LLKEQENMKELWNLLRMTQI KIDEKEQKSKDFLKAQ 
QKYTNI VKEMKAKDLEIRI HKKKKCEI YRRLREFAKL 
YDTIRNERNKFVNLLHKAHQKVNEIKERHKMSLNEIJS 
ILRNSAVSQERKLQNSMLKHANNVTIRESMQNDVRKI 
VSKLQEMKEKKEAQLNNIDRLANTITMIEEEMVQLRK 
RYEKAVQHRNERRGLSPGMITKDRFLPViC^hl 1 1KJU J. 
QLEKKLMGL 


2354 


A 


159 


1028 


MGLCVPFAVTTSFLSLGLEWDLNVRLHGQHLVQQLVL 
RTVRGYLETPQPEKALALSFHGWSGTGKNFVARMLVE 
NLYRDGLMSDCVRMFIATFHFPHPKYVDLYKEQLMSQ 
IRETQQLCHQTLFI FDEAEKLHPGLLEVLGPHLERRA 
PEGHRAESPWTIFLFLSNLRGDIINEWLKLLKAGWS 
REEI TMEHLEPHIiQAEI VET I DNGFGHSRLVKENLI D 
YFIPFLPLEYRHVRLCARDAFLSQELLYKEETLDEIA 
QMMVYVPKEEQLFSSQGCKSISQRINYFLS* 


2355 


A 


736 


17 


* RAMNFS I CFLE I GS I * TGRYCKTVLCKLRAVL * S FR 
VLNITKAYLVLFSSLYKNLICSSVRSVPLKKFLKSLS 
SILRDRFFK*T*NPRGERERVLLGDFE*DRFRKCLSL 
IPLGGECSSDLLRTSPSLTALPPNSIHCCSDPCITSI 
NLEPI KLL* HLRPPEASTHEANFTMAS PLFRPS * CFK 
KITPSTHKPEKKTRTSSSFTR*GKPRRNK*GFSAFNG 
LVFLGLKLPCPVPLV*NP 


2356 


A 


506 


1317 


GRTS SGKAGMWKPGAE SWPLHTGAAQVMWFEKLYAGL 
QCVEKYLIYPAVVLNAIjTVDAHTVVSHPDKYCFYCRA 
LIJ4TVAGLKLLRSAFCCPPQQYLTLAFTVLLFHFDYP 
RLSQGFLLDYFLMSLLCSKLWDLLYKLRFVLTYIAPW 
QITWGSAFHAFAQPFAVPHSAMLFVQALLSGLFSTPL 
NPLLGSAVFIMSYARPLKFWERDYNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I FYEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2357 


A 


506 


1317 


GRTSSGKAGMWKPGAESWPLHTGAAQVMWFEKLYAGL 
QCVEKYLI Y PAVVLNALTVDAHTVVSHPDKYCF YCRA 
LtMTVAGLKLLRSAFCCPPQQYLTLAFTVLIiFHFDYP 
RLSQGFLLDYFLMSLLCSKLWDLLYKLRFVLTYIAPW 
nT TWfJCi A FHAFAO P F AVPH S AMLFVOALL SGLF ST PL 
NPLLGSAVFIMSYARPLKFWERDYNTKRVDHSNTRLV 
TQLDRNPGADDNNLNS I FYEHLTRSLQHTLCGDLVLG 
RWGNYGPGDCF 


2358 


A 


3 


301 


STATWAGVQWCNLS SLQPLPS GFKPFS CLSLPGS WDH 
RHLPPCPANFLYCFFLVEMGFHYVGQAGLKLLT/S /G 
DLCAS APQS AGSTGVNHRVRLGLLI YI P 


2359 


A 


326 


1379 


PE PHAVQCAELRHQQ PRDPQRLQQDGSADAPAERKPH 
CGGERAHGSG\ FLAMLLVLGLCGAAYRPTEEIDLRSV 
GWGNIFQLPFKHVRDYRLRHLVPFFIYSGFEVLFACT 
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666 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










GIALGYGVCSVGIjERLAYLLV\AYSLGASAASLIjG\L 
LGLWLPRPVPLVAGAGVHLLLTFILFF\WAPVPRVLQ 
HSWILYVAAALWGVGSALNKTGLS TLLGILYEDKERQ 
DFI FTI YHWWQAVAI FTVYLGSSLHMKAKLE \ VLLVT 
LVAAAVS YLRMEQKLRRGVAPRQPR\ I PRPQHKVRG\ 
YRYLQAHNSDESDPEGEHADAAQEEAPPAGPRPGP\E 
PAGLGRRPCPYEQAQGGD\GPEEQ 


2360 


A 


2 


1397 


LRAGEDMAASASAAAGEEDWVLPSEVEVLES I YLDEL 
QVI KGNGRTSPWEI YI TLHPATAEDQDSQYVCFTLVL 
QVPAEYPHEVPQI S I RNPRGLSDEQIHTI LQVLGHVA 
KAGLGTAMLYELIEKGKEILTDNNI PHGQCVICLYGF 
QEKE AFTKTPCYHYFHCHCLARYI QHMEQELKAQGQE 
QEQERQHATTKQKAVGVQCPVCRE PLVYDLASLKAAP 
EPQQPMELYQPSAESLRQQEERKRLYQRQQERGGI ID 
LEAERNRYFISLQQPPAPAEPESAVDVSKGSQPPSTIi 
AAELSTSPAVQSTLPPPLPVATQHICEKIPGTRSNQQ 
RLGETQKAMLDPPKPSRGPWRQPERRHPKGGECHAPK 
GTRDTQELPPPEGPLKEPMDLKPEPHSQGVEGPPQEK 
GPGSWQGPPPRRTRDCVRWERSKGRTPGSSYPRLPRG 
QGAYRPGTRRESLGLESKDGS 


2361 


A 


718 


305 


SEQEPLLGDTPGSREWDILETEEHYKSRWRSIRILYL 
TMFLSSVGFSWMMSIWPYLQKIDPTADTSFLGWVIA 
SYSLGQMVASPIFGLWSNYRPRKEPLIVSILISVAAN 
CLYAYLHI PASHNKYYMLVARGLLGIG 


2362 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
WEAESNVTLKCQAHSQNVTFVLRKVNDSGYKQEQSS 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLWTDKHDELEAPSMKTDTRTI FVAI FSCI SILL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
QEPPGSHEYAALKV* 


2363 


A 


169 


879 


MTAEFLSLLCLGLCLGYEDEKKNEKPPKPSLHAWPSS 
WEAESNVTLKCQAHSQNVTFVLRKVNDSGYKQEQSS 
AENEAEFPFTDLKPKDAGRYFCAYKTTASHEWSESSE 
HLQLWTDKHDELEAPSMKTDTRTI FVAI FSC I SILL 
LFLSVFIIYRCSQHSSSSEESTKRTSHSKLPEQEAAE 
ADLSNMERVSLSTADPQGVTYAELSTSALSEAASDTT 
QEPPGSHEYAALKV* 


2364 


A 


43 1 


369 


AAAWGLAAWGEGPTDATS CWE VGAGGPGNSRPNQTVS 
MDLNSASTWLQVLTQATSQDTAVLKPAEEQLKQWET 
QPGFYSVLLNI FTNHTLDINVRWLAVLYFKHGIDR 


2365 


A 


4272 


1534 


CHGLQHLTPFRELNLSLQG*EPH*AA*QAVRSEEKSI 
C* GS PSCHLVLGVLVPVARQS SHSAGPAQSAFR* TGT 
GSGTPKAAEQSGYWEAYTLGHQHWNMFPIQRPPLVMK 
GRRIMCGKCEKG*VSDSVTGGRAVAGEQASQRRTVFT 
AGGGECLGAKS VRAS VFTGNQ PGVMGLLNGKRGGCFE 
SGYLFGFIVIGKIQSLEAKVPLPVNGQTGERASPGNC 
RIHI VDAVC * SEHH * DHFLAAAFLENSTI I S * VAPGS 
WQDHAVLQKEVQASVRCRGFESVDTAPAGFWAHSPPG 
LQGEPTTTSVSLFVLAPQDGEGVPFVEGQLVTVLGLV 
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667 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X^Unknown, *=Stop codon, 
/^possible nucleotide deletion,==possible nucleotide 
insertion) 










VPQSIRHTFVHHTQLFLHPI * KLGALDVAFLHLLTLV 
CS SFNVAYG * GKNGGTTLHQLFAEVNAVTRGSAVQRR 
PS ITI SS IHVDTKI QQELHDVMYAGADGWQWGDPFV 
VGIiAGI FHL IDDPLHQI ELS FQRRV* EQCQGVKPDSQ 
PVPRPLRVGLLQVGPLVRGGGRRVAGRGKRCWRDLLF 
PWRWGLSHRTRDLLRGGDRGHVVVIVLCRLGSLVGGL 
GTDBLLWFGGR* LI 1 1 GI * * RGRLSGEWGCGLGRGEL 
FQVS IGIGVSI VHIGQGDHEVLGGAGLVERGALHATG 
QGVEALVQQLLDVGPAGALGLCDGAALFQGPGRVGQL 
PAEGLQVCI TLVAQWRMHDGRELGGAEWPWQALHGAA 
I CGVGGAI LLKALSQYFLKGG* RLWCARGQ * PVKKRQ 
RRWRG* TRR*NGLTIHCFN * LI * GAVCCRLVI LRWCG 
LLEVHGVYGT* IHCLGSFPGRLWP* PFI SQERPNGHC 
QWEFRLAVP S WKCRWS RWRVRGTWRYGNPLLNLL * GA 
WLGGAACGGQQGGPLSTWQACTGPGQAAFLPPFQGAC 
RPRTQRCRTWVCPIAWRQLLAYTRD 


2366 


A 


193 


366 


MYGMLEWPI SMYFVAFLHCFLCSGGNLGDSFQALPEL 
CANCSSSPRVLCCWMSPLP* 


2367 


A 


1038 


1402 


YYQISSLPSIVGNGIFLWLLI CIFLAKQGGSRL* FQP 
FGRPRGGGHLRSGVLGQPGQHGETP/SFFYNSKISPA 
LWGPPVI PSALGGEAGKSL* PRRQRFQRGGIAPLPSR 
VRGRAKLFLKKK 


2368 


A 


480 


226 


MHFLATFALFFI FGVFFLFAVLTNLLLAEEVNI RGGN 
FLGSFLVHTLFLDQVPGEITHDSHLVLAI TINTASPK 
FSSSIFFYQL* 


2369 


A 


259 


941 


PVSWSLNSCRFFFFF*DQSLPSW/QAGSGQ*RNLDS 
L\QPLASRFK* FSSSRLL\SSW\DYRHMATMARLIFI 
FLVEMGF\TMLARLVLNFLTSSDPPTSAFPKWLGLQG 
VKPNTRAVGFN* * IjGYYS 1 1 LYHSNSPGTDLVF I LFI 
YLFTYLFLRQEQNSAAQARVQ*WHNLGSLQSPPPGV\ 
H* FLCLSLPSSWDYRCAPPHQANFFI FSRDGVS PCWP 
GWS*TPDLR 


2370 


A 


1676 


1197 


MALRHLALLAGLLVGVASKSMENTAQLPECCVDWGV 
NASCPGASLCGPGCYRRWNADGSASCVRCGNGTLPAY 
NGSECKSFAGPGAPFPMNRSSGTPGRPHPGAPRVAAS 
LFLGTFFISSGLILSVAGFFYLKRSSKLPRACYRRNK 
APALQPGERLQ* 


2371 


A 


1078 


594 


VGMELPAVNLKVILLGHWLLTTWGCIVFSGSYAWANF 
TILALGVWAVAQRDSIDAI SMFLGGLLATI FLDIVHI 
S I FYPRVSLTDTGRFGVGMAI LSLLLKPLS CCFVYHM 
YRERGGELLVHTGFLGSSQDRSAYQTIDSAEAPADPF 
AVPEGRSQDARGY 


2372 


A 


3 


517 


HEGRELETGQGRQSSVGAAQGTGVRAGVRAGTTQSGR 
RRARVSGRLAEVSMASVAWAVLKVLLLLPTQTWSPVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
NRRDGAGGWTPLVSNKYQWLQ I DLGERME VTAVATQG 
GYGSSDWVTSYLLMFSDGGRNWK 


2373 


A 


3 


517 


HEGRELETGQGRQS SVGAAQGTGVRAGVRAGTTQSGR 
RRARVSGRLAE VSMAS VAWAVLKVLLLLPTQTWS PVG 
AGNPPDCDAPLASALPRSSFSSSSELSSSHGPGFSRL 
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668 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










NRRDGAGGWT PLVSNKYQ WLQ I DLGERME VTAVATQG 
GYGSSDWVTSYLLMFSDGGRNWK 


2374 


A 


2 


1078 


GRVGWELWCMYI SPPKDWWDAGDPSLPIRTPAMIGCS 
PWNRKFFGEIGLLDPGMDVYGGENIELGIKVWLCGG 
SMEVLPCSRVAHIERKKKPYNSNIGFYTKRNALRVAE 
VWMDDYKSHVYI AWNLPLENPGIDI GDVS ERRALRKS 
LKCKNFQOTIJDHVYPEMRRYNNWAYGELRNNKAKDV 
CLDQGPLENHTAI L YPCHGWG PQLAR YTKEGFLHLGA 
LGTTTLLPDTRCLVDNS KSRL PQLLDCDKVKS SLYKR 
WNFI QNGAIMNKGTGRCLEVENRGLAGI DLILRSCTG 
QRWTIKNSIK*REGAGALEPGPQDMAAPPNIWTSCPG 
GETARGRQVLDGPPRASPGQHRDPG 


2375 


A 


2 


630 


ESNSRCRKMPGERCRGGPARLSLLLDLPTRPLPHPRQ 
VIDFGSASIFSEVRYVKEPYIQSRFYRAPEILLGLPF 
CEKVDWSLGCVMDELHLGWPLYPGNNEYDQVRYICE 
TQGLPKPHLLHAACKAHHFFKRNPHPDAANPWQLKSS 
ADYLAETKVRPLERRKYMLKS LDQ I ETVNGGS VASRL 
TFPDREALAEHADLKSMVELI SAC 


2376 


A 


77 


273 


PRTGMGCCLPGADPAEIRSSPSPSWSTAGSQGCWMTS 
FSPCSCAPCCSSGCACTTGFVSREKESV 


2377 


A 


1164 


464 


APWPLPLLRSPQSRPHSLGSLFPSLPGLAELDLQRTL 
SLQAPPVKEGPLFIHRTKGKGPLMSSSFKKLYFSLTT 
EALSFAKTPSSKCVNELNQWLSALRKVSINNTGLLGS 
YHPGVFRGDKWSCCHQKEKTGQGCDKTRSRVTLQEWN 
DPLDHDLEAQLIYRHLLGVEAMLWERHRELSGGAEAG 
TVPTS PGKVPEDSLARLLRVLQDIiREAHS S S PAGS PP 
SEPNCLLELQT 


2378 


A 


706 


951 


MRCGWGPIiGCLGTGAPAGWMVLGS PRSQLQRARWSRA 
SLSAFGWE IRLRPEGPKAPRQLLLVALESETLGVHGG 
ATPLHCL* 


2379 


A 


2 


456 


CVNTFGSYICKCHKGFDLKYIGGKYQCHDIDECSLGQ 
YQCSSFARCYNVRGSYKCKCKEGYQGDGLTCVYI PKV 
MI EPSGPI HVPKGNGTI LKGDTGNNNWI PDVGS TWWP 
PKTPYI PPI ITNRPTSKPTTRPTPKPTPI PTPPPPPR 
IPP 


2380 


A 


3 


1435 


LRRHFFFPPSFPPLLLPSLPIiSSPLSSFPPRSAGACW 
GERLVLQALALRGRPAGSWRGEEAGTAMAPQKHGGGG 
GGGSGPSAGSGGGGFGGSAAVAAATASGGKSGGGSCG 
GGGSYSAS S S S SAAAAAGAAVL PVKKPKMEHVQADHE 
LFLQAFEKPTQIYRFL*TRNLIAPIFLHRTLTYMSHR 
NSRTNI KRKTFKVDDMLSKVEKMKGEQESHSLS AHLQ 
LTFTGFFHKNDKPSPNSENEQNSVTLEVLLVKVCHKK 
RKDVSCPIRQVPTGKKQVPLNPDLNQTKPGNFPSLAV 
SSNEFEPSNSHMVKSYSLLFRVTRPGRREFNGMINGE 
TNENIDVNEELPARRKRNREDGEKTFVAQMTVFDKNR 
RLQLIiDGEYEVAMQEMEECPI SKKRATWETILDGKRL 
PPFETFSQGPTLQFTLRWTGETNDKSTAPIAKPLATR 
NSESLHQENKPGSVKPTQTIAVKESLTTDIiQKK 


2381 


A 


20 


1748 


KPFNVGLSLNKTERLQLSHGGCKARTAVRAGVFYRAV 
LQPLTLAQGGLPGGSGK/EGSSGCAGTDVGEQASGHR 
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669 
TABLE 7 



SEQ 
D) 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possibIe nucleotide 
insertion) 










ALS * QAVTPAPS * MGHPLSGS * GHQLEPQAGTS PNPA 
LVTLGHSRPQFPQL*GEALGRRGWPQPVS**PGVSIR 
ET* EAARRGSASARQGRPS S * QGTC * I * RT / AGVKKT 
PAGQAREGQL * GGTAACGAVGPERVGIS PS \QEHGPG 
GRRGVRVDKDTPAESHPHS I PSNKGTPSRKPAVFPGA 
PVPPSLTPLSHKATLPSSLTGGRGGGGGKADCSGEPG 
CPVLCQQMPPFHLPLAPASDHPGSAPGLQPPQRKPEG 
LPGRCRSDPSGVPTAPESGPGPGEPRP/GTQDALVWP 
CLGPCSGPSQDLGSGGTCGSLCSRHHPPLPRPT*VAS 
S * GQAGLSFAHPSPP/ SRAELGQDANATPPSA* R/GS 
PAQRGINNWGGPVGGAGWAR/ PGQEATPAGTEYG*DC 
PSVGS PQAQDGGQGRRCEGGG\ PGPW* HH* AHS PCGA 
AGCWPRCRRSSAADQRAAQGAPPCAGTGAARRARVRC 
PAGAAGSAAARTRNRPAG*QSAPPGRTRGS 


2382 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLWTHLTLAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRI EERSQTVKCSCFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAALRLLLPQ 
PPSS 


2383 


A 


84 


428 


MSERVERNWSTGGWLLALCLAWLWTHLTLAALQPPTA 
TVLVQQGTCEVIAAHRCCNRNRI EERSQTVKCS CFSG 
QVAGTTRAKPSCVDDLLLAAHCARRDPRAALRLLLPQ 
PPSS 


2384 


A 


1919 


3044 


HQGPSTPPSWAMSGPPTPLSREDWHQGPSTPPSWAMS 
EPPT/ SSIQGLASGAVHTILLGDVRATYTS IQGVTSG 
VSQVSRAAQMAVPS SRI LQLSKPKAPATLLE\ EWDPV 
PKPKPHVSDHNRLLHIiAKVPRKEGSGKKVGAFPEIKG 
PEAFRDKARAMESQSNDMPFDELLALYGYEASDPI SD 
RESEGGDVDPNLPDMTLDKEQIAKDLLSGEEEEETQS 
SADDLTPSVTSHEASDLFPNRSGCLLAGEAESSRGLL 
PRAQPVPRGAGLADNSRGAIxLRAHGTVRVGTTATVKP 
ADAPPESPRDRRSRNDSHRPTGPSESERQPQSNQPTL 
LLRGHGTI RVRTTATVKPADAPAES PRDRRSRNDSHG 
QSSRRSC 


2385 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLIiFGLFS 
LFYVFTLLGNGTILGLI SLDSRLHTPMYFFLSHLAW 
NI AYACNTVPQMLVNLLHPAKP I S FAGCMT * TFLFLS 
FAHTECLIiL VLMS YDRYVAI CHPLR YF I IMTWKVC I T 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LSVLRLACADTWLNQ WI FAACMFI LVGPLCLVLVS 
YSHIIiAAILRIQSGEGRRKAFSTCSSHLCWGLFFGS 
AI VMYMAPKSRHPEEQQKVLFLFYSS FNPMLNPLI YN 
LRNVEVKGALRRALCKESHS 


2386 


A 


1206 


2266 


RHLLTIFHKLKIYKTINKIDFKKKRVTQLLVFCLFLC 
LFFSSEMVKNQTMVTEFLLLGFLLGPRIQMLLFGLFS 
LFYVFTLLGNGTILGLI SLDSRLHTPMYFFLSHLAW 
NI AYACNTVPQMLVNLLHPAKPI SFAGCMT* TFLFLS 
FAHTECLLL VIjMS YDRYVAI CHPLRYFI IMTWKVCIT 
LAITSWTCGSLLAMVHVSLILRLPFCGPREINHFFCE 
I LSVLRLACADTWLNQ WI FAACMF I LVGPLCLVLVS 
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peptide 
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Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
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YSHI LAAI LRI QSGEGRRKAFSTCS SHLC WGLFFGS 
AIVMYMAPKSRHPEEQQKVLFLFYSSFNPMLNPLIYN 
LRNVEVKGALRRALCKESHS 


2387 


A 


176 


371 


HFYFCFSDINLAAEPKVNRGKAGVKRSAAEMYGSVTE 
HPSPS PLLRSGTLLFITALCPS VGI FSF 


2388 


A 


3870 


3673 


NTQCI PEGLES YYAEQDSSAREKFYTVINHYNLAKQS 
ITRSVSPWMSVLSEEKLSEQETEAAEKSA 


2389 


A 


1 


542 


SGSSHASDGSGFQELRICSEDQTPLIAGMCSLPMARY 
YI I KYADQKALYTRDGQLLVGDPVADNCCAEKI CTLP 
NRGLDRTKVPI FLGIQGGSRCLACVETEEGPSLQLED 
VNI EELYKGGEEATRFTFFQS SSGSAFRLEAAAWPGW 
FLCGPAEPQQPVQLTKESEPSARTKFYFEQSW 


2390 


A 


3 


569 


IIjNERIiANYIiQKVRMLERENAELESKIQEESNKELPV 
LCPDYLSYYTTIEELQQKILCTKAENSRLVSQIDNTK 
LTADDLRAKYEAEVSLRQLVESDANGLKQI LNVLTLG 
KADLEAQVQSLKEELLCLKNNHKEE INSLQCQLGERL 
DI EVTAAPS ADLNQVLQEMRCQYE P IMETNRKDVEQW 
FNTQ 


2391 


A 


3 


581 


GRRLRSEPRPARPPIARAWPPAPGADGRARRTRVPAP 
CLPRAPCYGVRPRAWRPRPARLRGGLVRWLLSGGPQP 
RRPRATERPSAGTGAAPRRTEPRGRCRGCGRGRG*GP 
RAWGLALCS PHSCSGAAWGPTTGSQRSWPAVARSWQG 
DSSRCPALRTTTVTAGSKAALPESAAEVSPMSSSPGR 
KRSGFAA 


2392 


C 


175 


454 


MGSLCFLPSLQYWCDELKVEXKTQGRGFPLPGS PASA 
SHASWTALVKGVGSGQAQEAEGSEEQEIGE S PGQSQG 
VAGAGLGLNEGQVPRMXTR 


2393 


A 


157 


396 


GGGWTS CSVRFLEQQNQVIiETKWELLQQLDIjNNCKNN 
LEPILEGYI SNLRKQLETLSGDRVRLDSELRSVRDW 
EDYKKR 


2394 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKISKGIADIMIAFRTRVHGRCPRYFDGPLG 
VLGHAFPPGPGLGGDTHFDEDENWTKDGADLHDNS pf 
YGHDGCLAHAFP PGPG I GGDVHFDNDETRTKDFR 


2395 


A 


126 


561 


WKMKKMCNWLRI INYTPDMARAAVDEAIQEGLEVWSK 
VTPLKFTKI SKGIADIMIAFRTRVHGRCPRYFDGPLG 
VLGHAFPPGPGLGGDTHFDEDENWTKDGADLHDNSPF 
YGHDGCLAHAFPPGPGIGGDVHFDNDETRTKDFR 


2396 


A 


1 


1452 


MAELRPSGAPGPTAPPAPGPTAPPAFASLFPPGLHAI 
YGECRRLYPDQPNPLQVTAIVKYWLGGPDPLDYVSMY 
RNVGS PSANI PEHWHYI S FGLSDLYGDNRVHEFTGTD 
GPSGFGFELTFRLKRETGESAPPTWPAELMQGLARYV 
FQSENTFCSGDHVSWHSPLDNSESRIQHMLLTEDPQM 
QPVQTPFGWTFLQI VGVCTEELHSAQQWNGQGI LEL 
LRTVPI AGGPWLI TDMRRGET I FE I DPHLQERVDKG I 
ETDGSNLSG VSAKCAWDDLSRPPEDDEDSRS I C I GTQ 
PRRLSGKDTEQIRETLRRGLEINSKPVLPPINPQRQN 
GLAHDRAPSRKDSLESDSSTAIIPHELIRTRQLESVH 
LKFNQESGALI PLCLRGRLLHGRHFTYKSITGDMAIT 
FVSTGVEGAFATEEHPYAAHGPWLQILLTEEFVEKML 
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/^possible nucleotide deletion,=possible nucleotide 
insertion) 










EDLEDLTSPEEFKLPKEYSWPEKKLKVSILPDWFDS 
PLH 


2397 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
ALDYGVQAGMKMI EQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNIKISAFSFPNTSLAFVPGVGI 


2398 


A 


1489 


290 


FRPLATEPRGSSPVQLVSSTMSVRTLPLLFLNLGGEM 
LYILDQRLRAQNI PGDKARKVLNDI I STMFNRKFMEE 
LFKPQELYSKKALRTVYERLAHAS IMKLNQASMDKLY 
DLMTMAFKYQVLLCPRPKDVLLVTFNHLDT I KGFI RD 
SPTILQQVDETLRQLTEIYGGLSAGEFQLIRQTLLIF 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLIRMFNNKGEEVKRIEFKHGGNYVPAPKEGSFEFY 
GDRVLKLGTNMYSVNQPVETHVSGSSKNLASWTQESI 
APNPLAKEELNFLARMGGMBIKKPSGPEPGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEQPRLSTSKGDDLLAMMDEL 


2399 


A 


1489 


290 


FRPLATEPRGSSPVQLVSSTMSVRTLPLLFLNLGGEM 
LYI LDQRLRAQNI PGDKARKVLNDI I STMFNRKFMEE 
LFKPQELYS KKAIjRTVYERIiAHAS IMKLNQASMDKLY 
DLMTMAFKYQVLLCPRPKDVLLVTFNHLDTI KGFI RD 
S PTI LQQVDETLRQLTE I YGGLSAGEFQL IRQTLLI F 
FQDLHIRVSMFLKDKVQNNNGRFVLPVSGPVPWGTEV 
PGLI RMFNNKGEEVKR I EFKHGGNYVPAPKEGS FEFY 
GDRVLKLGTNMYSWQPVETHVSGSSKNLASWTQESI 
APNPLAKEELNFLARLMGGMEIKKPSGPEPGFRLNLF 
TTDEEEEQAALTRPEELSYEVINIQATQDQQRSEELA 
RIMGEFEITEQPRLSTSKGDDLLAMMDEL 


2400 


A 


1214 


1357 


NKINMFIAALFTIAKT\WNQPK\CPTMIDWIKKRGSS 
RVASSSSPTRTR 


2401 


A 


85 


396 


MILINFREI CLKVLHTPLCVSGGCVLLYI LALTCCYT 
NSLLI SHLPPLSLPTETQTHLFMYRVLKVRKDI KNHV 
FHPTYLVAKETETYGEELI PLPPCREHQD* 


2402 


A 


919 


1439 


KLKDFFFEMEYCSVAQAGVQWSLQPPSPWFKQFSYVS 
LPSSWDYSHLPPCPANLFLVEMRFHLVGQAGLKLLTS 
GDPPASASRSAGIIGVSHHAWPKIKRFYETKWLPILS 
IQLLSGLFIWALLFFCFVLHFCSIIWGNSLEVFPESV 
CRHNKI CVLCTQKHNVS YES I TQPV 


2403 


A 


74 


226 


MSSWPRMLAHCFYLLKALSSSYLIKEMTIMPGTLLST 
LCILTHLNLPTPL* 


2404 


A 


255 


369 


PTESAPGLGFCFPDFGQSLPNEKQTSAI\LSDHQQSQ 
LC 


2405 


A 


5671 


1873 


GREREEELQWRRRRRQRRGAAAPAAPAGGI EAVNMAS 
ASYHISNLLEKMTSSDKDFRFMATNDLMTELQKDSIK 
LDDDS ERKWKM I LKLLEDKNGEVQNLAVKCLGPLVS 
KVKE YQVET I VDTLCTNMLSDKEQLRDI S S I GLKTVI 
GELPPAS SGSALAANVCKKI TGRLTSAI AKQEDVSVQ 
LEALDIMADMLSRQGGLLVNFHPSILTCLLPQLTSPR 
LAVRKRTI I ALGHLVMS CGNI VFVDLI EHLLSELS KN 
DSMSTTRTYIQCIAAISRQAGHRIGEYLEKI I PLWK 
FCNVDDDELREYCIQAFESFVRRCPKEVYPHVSTI IN 
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/^possible nucleotide deIetion,=possible nucleotide 
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ICLKYLTYDPNYNYDDBDEDENAMDADGGDDDDQGSD 
DEYSDDDDMSWKVRRAAAKCLDAVVSTRHEMLPEFYK 
TVSP\ ALI SRFKEREENVRADVFHAYLSLLKQTRPVQ 
SWLCDPDAMEQGETPLTMLQSQVPNIVKALHKQMKEK 
SVKTRQCCFNMLTELVNVLPGALTQHI PVLVPGI I FS 
LNDKSS S SNLKIDALS CLYVI LCNHS PQVFHPHVQAL 
VPPWACVGDPFYKITSEALIiVTQQLVKVIRPLDQPS 
SFDATPYIKDLFTCTIKRLKAADIDQEVKERAISCMG 
QIICNLGDNLGSDLPNTLQIFLERLKNEITRLTTVKA 
LTLIAGSPLKIDLRPVLGEGVPILASFLRKNQRALKL 
GTLSALDILIKNYSDSLTAAMIDAVLDELPPLISESD 
MHVSQMAI S FLTTLAKVYPS SLS KI SGS ILNELI GLV 
RS PLLQGGALSAMLDFFQALVVTGTNNIjGyMDLLRML 
TGPVYSQSTALTHKQS YYS I AKCVAALTRACPKEGPA 
WGQFIQDVKNSRSTDSIRLLALLSLGEVGHHIDLSG 
QLELKSVILEAFSSPSEEVKSAAS YALGSI SVGNLPE 
YLPFVLQEITSQPKRQYLLLHSLKEIISSASWGLKP 
YVENIWALLLKHCECAEEGTRNWAECLGKLTLIDPE 
TLLPRLKGYLI SGSSYARSS WTAVKFTI SDHPQPID 
PLLKNCIGDFLKTLEDPDLNVRRVALVTFNSAAHNKP 
SLIRDLLDTVLPHLYNETKVRKELIREVEMGPFKHTV 
DDGLDIRKAAFBCMYTLLDSCLDRIJ>IFEFLNHVEIX5 
LKDHYDIKMLTFLMLVRLSTLCPSAVLQRLDRLVEPL 
RATCTTKVKANSVKQEFEKQDELKRSAMRAVAALLTI 
PEAEKSPLMSEFQSQISSNPELAAIFESIQKDSSSTN 
LESMDTS 


2406 


A 


1 


824 


THACALISSRFIILSSFHVILNKTKHTCIHTHSLTLK 
MQDEERYMTLNVQSKKRS S AQTSQLTFKDYSVTLHWY 
KILLGISGTVNGILTLTLISLILLVSQGVIiLKCQKGS 
CSNATQYEDTGDLKVNNGTRRNI SNKDLCASRSADQT 
VLCQSEWLKYQGKCYWFSNEMKSWSDSYVYCLERKSH 
LLIIHDQLEMSLV\QF*AFIQKNLRQLNYVWIGLNFT 
SLKMTWTWVDGSPIDSKIFFIKGPAKENSCAAIKESK 
IFSETCSSVFKWICQY 


2407 


A 


182 


418 


MCCEIiLAWIATLIIKIGLVVLLYFIKLLIHIEFIKR 
HS I LKCES I FNLNVGI RMYPGQVNFCETLQMLDGFGR 
IFQTK 


2408 


A 


65 


320 


LQMSSLPTAAPALDVDWQSSTTFASCSTDMCIHVCRL 
GCDRPVKTFQGHTVSBSSCHWSRVCENVMWEPILVCL 
ELKATAAADQL 


2409 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPIjSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLS PPRRTPAPPE 
\PGSP\APGEGPSGRKRRRVPRDGRPAGNALTPEIiAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 
PAFD 


2410 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETLSPPRRTPAP PE 
\ PGSP\ APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
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/=possibIe nucleotide deletion,=possible nucleotide 
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VQIKVEEDFGFEADBALDSSWVSRGPDKLLPYPTIiAS 
PAFD 


2411 


A 


923 


358 


ALSCGPFPQPLGDKLFRWWLLPLSRFLMRVLDSYGDD 
YRASQFTIVLEVSVGPPGGSGTGSSGPTHHLPPPPAC 
QDEGSQGTDAPTPGNAENEPPEKETIiSPPRRTPAPPE 
\PGSP\APGEGPSGRKRRRVPRDGRPAGNALTPELAP 
VQIKVEEDFGFEADEALDSSWVSRGPDKLLPYPTLAS 
PAFD 


2412 


A 


12 


1154 


GILRQKEREERNRIHKKEILFLEHIiLWPSEMSSLSG 
KVQTVLGLVEPSKLGRTLTHEHIiAMTFDCCyCPPPPC 
QEAISKEPIVMKNLYWIQKNAYSHKENLQLNQETEAI 
KEELLYFKANGGGALVENTTTGI SRDTQTLKRLAEET 
GVHI ISGAGFYVDATHSSETRAMSVEQLTDVLMNEIL 
HGADGTS IKCGI IGEI GCSWPLTESERKVLQATAHAQ 
AQLGCPVIIHPGRSSRAPFQI IRILQEAGADISKTVM 
SHLDRTI LDKKELLEFAQLGC YLEYDLFGTELLHYQL 
GPDI DMPDDNKRIRRVRIjLVEEGCEDRI LiVAHDI htk 
TRLMKYGGHGYSHILTNVVPKMLIiRGITENVLDKILI 
ENPKQWLTFK 


2413 


A 


575 


759 


SVYSASS CKCCNYRKTEQI PDCEQPPASSMPERPSHE 
SQPTPQMMPLSAPSRAEELGQRPG 


2414 


A 


131 


1677 


VRGDDLiTRALRARRRRSGSGSNFRWEPQATGILLFL 
PPPPVCPAPLPLSLLFPAPPAKMNSSDEEKQLQLITS 
LKEQAIGEYEDLRAENQKTKEKCDKIRQERDEAVKKL 
EEFQKI SHMVIEEVNFMQNHLE I EKTCRESAEALATK 
LNKENKTLKRISMLYMAKLGPDVITEEINIDDEDSTT 
DTDGAAETCVSVQCQKQI KELRDQI VS VQEEKKI LAI 
E LENLKS KL VEVI EEVNKVKQE KTVLN S E VLEQRKVL 
EKraRVSMLAVEEYEEMQVNLEIiEKDLRKKAESFAQE 
MF I EQNKLKRQSKLLLQS S I PDQQLLKALDENAKLTQ 
QLE E ERI QHQQKVKE LEEQLENETLHKE I HNLKQQLE 
LLEEDKKELELKYQNSEEKARNLKHSVDELQKRVNQS 
ENSVPPPPPPPPPLPPPPPNPIRSLMSMIRKRSHPSG 
SGAKKEKATQPETTEEVTDLKRQAVEEMMDRIKKGVH 
LRPVNQTARPKTKPES SKGCESAVDELKGIXjASQ 


2415 


A 


1157 


918 


RSGVPDQPGQHGEAPS LLKI QNLAGRSGGPL * SQLLR 
RENRLNLGGGLP*AKIAPRLHPCTPAWVTDRDSVSKK 
KILFP 


2416 


A 


70 


222 


MFCSFPLLILQVYPTWKNPNWHLTFHTSVFSFPKGVR 
SIiARGI PDHLHSA* 


2417 


A 


163 


531 


MQQMMWAGLLCPQLEWIj^^RACRPULjJjiiAb daaajjW t 
RGGI SAWED SCAVSNI RHEAYNCHLS VFLNRCANELT 
VQFLIILAFQIMLSCAVIAPAVPVFQRLTLKRSGRTS 
LGSTGRLHFCK* 


2418 


A 


60 


266 


MKRLRFVLRVFQMTAFITGAHTITNYSDRRLYISPLS 
HFFMNSGSSAQSVLSHS YVSQI FFKNVSKYF - 


2419 


A 


218 


1885 


QSDLSTRTQLARLLFCAKTGELVGTMKI FCSRANPTT 
GSVEWLEEDEHYDYHQEI ARS S YADMLHDKDRNVKYY 
QGI RAAVSRVKDRGQKALVLD I GTGTGLLSMMAVTAG 
ADFCYAIEVFKPMADAAVKI VEKNGFSDKI KVTNKHS 
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TEVTVGPEGDMPCRANI LVTELFDTELIGEGALPS YE 
HAHRHLVEENCEAVPHRATVYAQLVESGRMWSWNKLP 
PIHVQTSLGEQVIVPPVDVESCPGAPSVCDIQLNQVS 
PADFTVLSDVLPMFSIDFSKQVSSSAACHSRRFEPLT 
SGRAQWLS WWDIEMDPEGKI KCTMAPFWAHSDPEEM 
QWRDHWMQCVYFLPQEEPWQGSALYLVAHHDDYCVW 
YSLQRTSPEKNERVRQMRPVCDCQAHLLWNRPRFGEI 
NDQDRTDRYVQALRTVLKPDSVCLCVSDGSLLSVLAH 
HLGVEQVFTVESSAASHKLLRKI FKANHLEDKINI IE 
KRPELLTNEDbQGRKVSLLLGEPFFTTSLLPWHNLYF 
WYTOTAVDQHLGPGAMVMPYAASLHAVVVEFKDLWRI 
R 


2420 


A 


2121 


1148 


HYLGSLELGQCGQLSPLPCGLQVALYKSVPTRLLSRA 
WGRLNQ VE LPHWLRR PVYSLY I WT FGVNMKEAAVEDL 
HHYRNLSEFFRRKLKPQARPVCGLHSVISPSDGRILN 
FGQVKNCEVEQVKGVTYSLESFLGPRMCTEDLPFPPA 
AS CDS FKNQLVTREGNEL YHCVI YLAPGD YHCFH S PT 
DWTVSHRRHFPGSLMSVNPGMARWI KELFCHNERWL 
TGDWKHGFFSLTAVGATNVGS IRI YFDRDLHTNS PRH 
SKGSYNDFSFVTHTOREGVPMRKGEHLGEFNLGSTIV 
LI FEAPKDFNFQLKTGQKI RFGEALGSL 


2421 


A 


195 


859 


GCPGCCSPRCCLAGAHSDGPGPGSSCSSRGRQVSGNR 
AWTGPSSQARRSPGLRGQGRIiAGARPPSWPE/EDSRV 
PGKDKL*GKELEISA*SQPPSARPPSGCTAPGANRNS 
WTNSSERILRAHF/APLPPSPPPPLEAGG/LPP*GAT 
RGPSAVPSFPSVSGDWGGPVEAGRAGSRAEGEPGRAL 
APSLLCSLPPRFAGSQALGLPWAVTAERWQELRASEL 
RNR 


2422 


A 


87 


594 


KCLRKSDEALNRVLQQI \RVPPKMKRGTSLHSRRGKP 
EAPKGS PQI NRKSGQEMTAVMQSGRPRS SSTTDAPTG 
SAMMEIACAAAAAAAACLPGEEGTAERIERLEVSSIiA 
QTSSAVASSTDGSIHTDSVDGTPDPQRTKAAIAHLQQ 
KI LKLTEQI KI AQTARRNRRPG 


2423 


A 


2230 | 


990 


NSSGVKLLQALGLSPGNGKDHSILHSRNDLEEAFIHF 
MGKGAAAERFFSDKETFHDIAQVASEFPGAQHYVGGN 
AALIGQKFAANSDLKVLLCGPVGPKLHELLDDNVFVP 
PE SLQEVDE FHLI LE YQAGEE WGQLKAPHANRFI fsh 
DLSNGAMNMLEVFVSSLEEFQPDLGGLSGLHMMEGQS 
KELQRKRLLEWTSI SDI PTGI PV\HLELG\SMTNRE 
LMSSIV\LQQVFPAVTSLGLNEQELLFLTQSASGPHS 
SLSSWNGVPDVGMVSDI LFWI LKEHGRSKSRASDI/TR 
IHFHTLVYHILATVDGHWANQLAAVAAGARVAGTQAC 
ATETIDTSRVSLRAPQEFMTSHSEAGSRIVLNPNKPV 
VEWHREGI S FHFTPVLVCKDP I RTVGLGDAI S AEGLF 
YSEVHPHY 


2424 


A 


122 


505 


MLWELVLLGEPLVVMAPSPSESSETVLALVNCISPLK 
YFSDFRPYFTIHDSEFKEYTTRTQAPPSVILGVTNPF 
FAKTLQHWPHI IRIGDLKPTGEI PKQVKVKKLKNLKT 
LDSKPGVYTSYKPYSN* 


2425 


A 


2 


271 


GSVALHVEKLPNEPWRLLILHGFLDENVHFFHTNFLV 
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JLJAV 1 

Amino acid sequence (X=Unknown, *-Stop codon, 
/=possible nucleotide deletionj^possiDie nucieouae 
insertion) 










SQLIRAGKPYQIK3vAXiPPVSPUlilrWJaKiio± 
EHYEVTLLHFLQEYL 


2426 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 
EHYEVTLLHFLQEYL 


2427 


A 


2 


271 


GSVALHVEKLPNEPNRLLILHGFLDENVHFFHTNFLV 
SQLIRAGKPYQLQVALPPVSPQIYPNERHSIRCPESG 
EHYEVTLLHFLQEYL 


2428 


A 


245 


392 


GPGCIPAALLQPPKDDKKKKDAGKSAKKDKDPVNKSG 
GKAKKKVEI RPL 


2429 


A 


138 


1671 


EAVQVLIKHSADVNARDKNWQTPLHVAAANKAVKCAE 
VI I PLLS SVNVSDRGGRTALHHAALNGHVEMVNLLLA 
KGANI NAFDKKDRRALHWAAYMGHLDWALL INHGAE 
VTCKDKKGYTPLHAAASNGQINVVKHLLNLGVEIDEI 
NVYGNTALH I ACYNGQDAWNE LI D YGANVNQ PNNNG 
FTPLHFAAASTHGALCLELLVNNGADVNIQSKDGKS P 
LHMTAVHGRFTRSQTLI QNGGE I DCVDKDGNTPLHVA 
ARYGHELLINTLITSGADTAKCGIHSMFPLHLAALNA 
HSDCCRKLLSSGQKYSIVSLFSNEHVLSAGFEIDTPD 
KFGRTCLHAAAAGGNVECIKLLQSSGADFHKKDKCGR 
TPLHYAAANCHFHC I ETLVTTGANVNETDDWGRTALH 
YAAASDMDRNKTILGNAHDNSEELERARELKEKEATL 
CLEFLLQNDANPS IRDKEGYNS IHYAAAYGHRQCLEL 
LLERTNSGFEESDSGATKSPLHLAVSEMP 


2430 


A 


1266 


210 


PWAVSQLASGG\ATI PGIRGAGRSRPPGILVPACTSE 
G/ P/ S SQYNFI ADWEKTAPAWYI EI LDRHPFLGRE 
VPI SNGSGFWAADGLI VTNAHWADRRRVRVRLLSG 
DTYEAWTAVDPVADI ATLRI QTKEPLPTLPLGRS AD 
VRQGEFWAMGS P FALQNT I TSG I VS S AQRPARDLGL 
PQTNVEYIQTDAAIDFGNSGGPLVNLDGEVIGVNTMK 
VTAGISFAI PSDRLREFLHRGEKKNSSSGI SGSQRRY 
IGVMMLTLSPSILAELQLREPSFPDVQHGVLIHKVIL 
GS PAHRAGLRPGDVI LAI GEQMVQNAEDVYEAVRTgb 
QLAVQI RRGRETLTL YVTPEVTE 


2431 


A 


80 


403 


MLWFSGVGALAERYCRRS PGI TCCVLLLLNCSGVPMS 
IiASSFLTGSVAKCENEGEVLQIPFITDNPCIMCVCLN 
KEVTCKREKCPVLSRDCALAI KQRGACCEQCKGC 


2432 


A 


469 


1020 


GISGKAGGSMRSGSVCSGAAAMPIEEPALRSWQRPFL 
KWAGGKYSLLPELDRLI PAGKRL I E PFVGGGS VFLNS 
DKHERFLLADVSADLINLYQMLAWPDSVIYEAMKAF 
c ht Am a TTMYTT ,T RE APNAORLDAVERAAAFLYLNRHC 
FNGLIRYNLDGFFQQGH* ER* RQVFPRQSWQRTDS 


2433 


A 


1 


266 


GHFRVPALGYLDVRI VDTDYS SFAVLYI YKELEGALS 
TMVQLYSRTQDVS PQALKAFQDF YPTLGLPEDMMVML 
PQSNACNPESKEAP 


2434 


A 


2 


1318 


LRKEGRCRRGSNRGWAAPAEGLGGRGMLGVRCLLRS 
VRFCSSAPFPKHKPSAKLSVRDALGAQNASGERIKIQ 
GWIRSVRSQKEVLFLHVNDGSSLESLQWADSGLDSR 
ELTFGSSVEVQGQLIKSPSKRQNVELKAEKIKVIGNC 
DAKDFPIKYKERHPLEYLRQYPHFRCRTNVLGSILRI 
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676 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X*=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










RSEATAAIHSFFKDSGFVHIHTPIITSNDSEGAGEIiF 

^ _ vrrtT^nrnmmtYrTMv r^f 9 1 it TPH /"NT TTT T7»X 7\M C 7\ T 

QLEPSGKIJKVPEENFFNVPAFLTVSGQLHl^VMbLIAi , 
TQVFTFGPTFRAENSQSRRHLAEFYMIEAEISFVDSL 
QDIiMQVIEELFKATTMMVLSKCPEDVELCHKFIAPGQ 
KDRL*HMLKNNFIiI I SYTEAVEILKQASQNFTFTPEW 
GADIiRTEHEKYLVKHCGNI PVFVINYPLTLKPFYMRD 
NEDGPQELEGSVA* HSLGLMILIiSI WIGQP 


2435 


A 


58 


501 


GNKAFVCFYLSQLENYGMPFSRTEDGKIYQRAFGGQS 
LKFGKGRQAHRCCCVADRTGHS I LHTS YGRSLRYDTS 
YFVEYFALDLLMENRECRGVI AQCNEDGS I HHI RAKN 
TWATG* ESNFYFI SFVKMNKFLLECLYFKENRGI VE 


2436 


A 


3 


717 


DSLDNHRCRGDLTKTYSLEAYDNWFNCLSMLVATEVC 
RWKKKHRTRMLEFFIDVARECFNIGNFNSMMAI I SG 
MNLS PVARLKKTWS KVKTAKFDVLEHHMDPS SNFCNY 
RTALQGATQRSQMANS SREKI VI PVFNLFVKDI YFLP 
QNP\SNHLPNGHINFKKFWE I SRQIHEFMTWTQVECP 
FEKDKKI P\ SYLLTAPHPTARKLS S S PS FESEGPENH 
MEKDSWKTLRTTLLNRA 


2437 


A 


130 


726 


I TCCGYDALSS I RKNLCCLWI C S KPYSLLMGEGDAFW 
APSVLPHSTLSTLSHHPQPQFGRGMESKVSQGGLNVT 
LTIRLLMHGKEVGSI IGKKGETVKKMREESGARINIS 
EGNCPERI VTI TGPTDAI FKAFAMI AYKFEEDI INSM 
SNSPATSKPPVTLRLWPASQCGSLIGKGGSKI KEIR 
EVTGPSQPGPLRSL 


2438 


A 


401 


249 


DTLI YTCAPE FDFMEKATPLRYTKTLLLPVVMVI TCF 
IFKKTVRDISCVLA 


2439 


A 


1671 


429 


TGGRVGGSRSRRALPLPAPVEAGVLTSAGPSGWWQR 
I EDTTKMAAVS GL VRR PLREVS GLLKRRFHWTAPAAV 
QV\TVRDAINQGMDEELERDEKVFLIiGEEVAQ\YDGA 
YKVSRGLWKKYGDKRI I \DTPI SEMGFAWELLVGAAI 
GWGLRPI LLNLWTFNFSM\QAI \DQVINSAAKTYYM\ 
SG\GLQPVL I VSWGPN \GASAGVAAQHSQCFAAWYGH 
CPGLKWS P \ WTS * DAKGLI KS AIRDNNPWALENEL 
MYGVPF\EFPPEAQSKDF\LIPIGKAKIEMHGTHITV 
VSHSRPVG\HCLRSLPAS/VLSKEGVEC\EVINMRT\ 
IRP\MDMET\IEA\SVMKTKFIL*LWEGGWPQFG\VG 
A\EICARIM\EGPAFNF\LDAPAVRVTGADVPMPYAK 
I LEDN S I PQ VKD 1 1 FAI KKTLN I 


2440 


A 


66 


1349 


APNSESGTQGPLPTPANLFWTRRANPDPTTSMSATDR 
MGPKAVPGLRLALLLLLGLGTPKSGVQGQEGLDFPEY 

SQRQFEMEELILELAAQVLEDKGVGFGLVDSEKDAAV 
AKKLGLTEVDSMYVFKGDEVI EYDGEFSADTI VEFLL 
DVLEDPVELI EGERELQAFENI EDEI KLIGYFKSKDS 
EHYKAFEDAAEEFHPYI PFFATFDSKGAKKLTIiKLNE 
IDFYEAFMEEPVTIPDKPNSEEEIVNFVEEHRRSTLR 
KLKPESMYETWEDDMDGIHIVAFAEEADPDGFEFLET 
LKAVAQDNTENPDLSIIWIDPDDFPLLVPYWEKTFDI 
DLSAPQIGVVNVTDADRLWMEMDDEEDLPSAEELEDW 
LED VLEGE I NTEDDDDDDDD 
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677 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion -possible nucleotide 
insertion) 


2441 


A 


1002 


2209 


VYPYNPLAFFRERIiQPNCPFHSSEGSSGKLS-PPSPS 
FTSSLCDSRTSGFGAS STTH* HS * IRATLI SSAFTLA 
VAWAALLCPPISSCSSETWLSLRQMGSEPKVQPSCCE 
AS PSSVHLP PLPSWAVS VQAS PGSS PSMGPRGS S VS P 
PLAGGEAGLPTSGNPPNSSPWASGQGGWASLSLTSLS 
SQLSGWMAAA*LGSFSSSSSFSWGTWLSPFVSSSITG 
AESTGTSTDAVSNFLS AFKE PEAVMGSGS SWAGS S S S 
RVPPNSSSDEHVPGSPAVSSVATGFTTGSSTLEIITC 
SVPSGGGLGPGRERLSPLANELGTSGCFSSSDSWNTS 
LliRVSLPGTPGRMAEALLAGLAWFDPVGGFRSVKLDT 
LSLGKAMLSSNKLCFFKIAASFITFRVSSSRI 


2442 


A 


1 


933 


MGSRLLCWVLLCLIjGAGPVKAGVTQTPKHLITATGQQ 
VTLRCS PRSGDLSVS WYQQSLDQGLQFLIQYYNGEER 
AKGNILERFSAQQFPDLHSELNLSSLELGDSAIiYFCA 
S SVKVGTGELFFGEGSRLTVLEDLKNVF PPEVAVFEP 
SEAEI SHTQKATLVCLATGF Y PDHVELSWWVNGKEVH 
SGVSTDPQPLKEQPALNDSRYCLSSRLRVSATFWQNP 
RNHFRCQVQFYGLSENDEWTQDRAKPVTQIVSAEAWG 
RADCGFTSES YQQGVLSATI LYE I LLGKATLYAVLVS 
ALVLMAMVKRKDSRG 


2443 


A 


368 


18 


SRTPENYLKSSIDSAHRQKRKRTI PSAKGTFPGFFRA 
AKLLCQSLSPFMTGRAP*ALAGDTSAFMALLPRTHLS 
ATPAVCPFPETFISSVFVASLFTILELKYHLLREAFP 
LLPS*N 


2444 


A 


5 


235 


DSSRMSYQQQQCKQPCQPPPVCPTPKCPEPCPPPKCP 
EPCPPPKCPQPCPPQQCQQKYPPVTPSPPCQSKYPPK 

SK 


2445 


A 


82 


2929 


TRTKRRJjGREKAMAS PPRGWGCGELLLPFMLLGTLCE 
PGSGQIRYSMPEELDKGSFVGNIAKDLGLEPQELAER 
GVRI VSRGRTQLFALNPRSGSLVTAGRI DREELCAQS 
PLCWNFNILVENKMKIYGVEVEIIDINDNFPRFRDE 
ELKVKVNENAAAGTRLVLPFARDADVGVNSLRSYQLS 
SNLHFSLDWSGTDGQKYPELVLEQPLDREKSTVHDL 
LLTALDGGDPVLSGTTHIRVTVLDANDNAPLFTPSEY 
SVSVPENI PVGTRLLMLTATDPDEGINGKLTYS FRNE 
EEKISETFQLDSNLGEI STLQSLDYEESRFYLMEWA 
QDGGALVAS AKWVTVQDVNDNAPEVI LTSLTS S I SE 
DCLPGTVXALFSVHDGDSGENGEIACSIPRNLPFKLE 
KSVDNYYHLLTTRDLDREETSDYNITLTVMDHGTPPL 
STESHI PLKVADVNDNPPNFPQAS YSTSVTENNPRGV 
SIFSVTAHDPDSGDNARV 1 xblj/VbLri r yijAf jjoo ivo 
INSDTGVLYALRSFDYEQLRDLQLWVTASDSGNPPLS 
SNVSLSLFVLDQNDNTPEI LYPALPTDGSTGVELAPR 
SAEPGYLVTKWAVDKDSGQNAWLSYRLLKASEPGLF 
AVGLHTGEVRTARALLDRDALKQSLWAVEDHGQPPL 
SATFTVTVAVADRI PDILADLGS I KTPIDPEDLDLTL 
YLWAVAAVS CVFLAF VI VLLVLRLRRWHKSRLLQAE 
GSRLAGVPASHFVGVDGVRAFLQTYSHEVSLTADSRK 
SHLIFPQPNYADTLLSEESCEKSEPLLMSDKVDANKE 
ERRVQQAPPNTDWRFSQAQRPGTSGSQMGDDTGTWPN 
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678 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (XKJnknown, *=Stop codon, 
/=possible nucleotide deIetion,=possible nucleotide 
insertion) 










NQFDTEMLQAMIIiASASEAADGS STLGGGAGTMGLSA 
RYGPQFTLQHVLQGELGSDYRQNVYI PGSNATLTNAA 
GKRDGKAPAGGNGNKKKSGKKEKK 


2446 


A 


61 


241 


ANLGPTAPPRSGPVLGAGEKGRGEMRRAPFFLSAGGL 
ETPPPSAALLWAPGRRADEI SGL 


2447 


A 


1 


306 


CGCGSCGGCGGRCGGGCGGGCSGGCGGGCGGGCGGGC 
GSCTTCRCYRVGCCSSCCPCCRGCCGGCCSTPVICCC 
RRTCGS CGCGYGKGCCQQKCCCQKQCCC 


2448 


A 


3 


761 


YAKLGTRDPSKLCRHSLKCLECNEVFQDETSLATHFQ 
QAADTSGQQMKKHPCRQCDKS FS S SHSLCRHNR I KHK 
GIRKVYACSHCPDSRRTFTKRLMLEKHVQIiMHGIKDP 
DLKE/TDRC^Q*GGNRNKRRH*GPQSQAEV(jKi bfcAW 
QASPRSNHSTTEKAENQ\ FFKVHKCAVCGFTTENLLQ 
FHEHI PQHKSDGSS YQCRECGLCYTSHVSIiSRHLFIV 
HKLKEPQPVSKQNGAGEDNQQENKPSHEGGI P 


2449 


A 


2740 


2525 


MIETWLWLLIiLNVGGTGQWSGPTFRRENVLPAAHIGP 
KYGPLLPSTAKGTVKVSCPSSTPHPPLQGKGTPD* 


2450 


A 


656 


513 


MSLLLP PLALLLLLAALVAPATAATAYR PDWNRIiStrJLi 
TRARVETCGG* 


2451 " 


A 


42 


266 


KLILLKIQYFNLIiMKCCFRIKGKLEEQRPERVKPFMT 
GAAEQI KHI I±ANFKNYQVNTLS IWI KGLYNFNCPCSKN 


2452 


A 


6 


664 


LPGRPTRAPTRPAEHS I VGTRLVSCQLQPSQPNADQG 
KLTTMRIAVICFCLLGITCAI PVKQADSGS SEEKQLY 
NKYPDAVATWLNPDPSQKQNLLAPQTLPS KSNESHDH 
MDDMDDEDDDDHVDSQDS IDSNDSDDVDDT\DDSHQS 
DESHHSDES \D\ELVTDFPTDLPATEVFTPWPTVDT 
YDGRGDSWYGLRSKSKKFRRPDIQYPDATDEDITS 


2453 


A 


68 


348 


IQGMHFAAGRLSTKTFCTGHGS PVDI CTAKPRDI PMN 
PMGI YRS PE KKATEDEGSEQKI PEATNRRDVEPTKAN 
SRFATTFYQHLADSKNDND 


2454 


A 


5214 


352 


MAKSGGCGAGAGVGGGNGALT WVNNAAKKEE S E TANK 
NDSS KKLS VERVYQKKTQLEH I LLRPDT YI GS VE PLT 
QFMWVYDEDVGMNCREVTFVPGLYKI FDE I LVNAADN 
KQRDKNMTC I KVS I DPESNI I S I WNNGKGI PWEHKV 
EKVYVPALI FGQLLTS SN YDDDEKKVTGGRNGYGAKL 
CNI FSTKFTVETACKE YKHS FKQTWMNNMMKTSEAKI 
KHFDGEDYTCITFQPDLSKFKMEKLDKDIVALMTRRA 
YDLAGSCRGVKVMFNGKKLPVNGFRSYVDLYVKDKLD 
ETGVALKVIHELANERWDVCLTLSEKGFQQISFVNSI 
ATTKGGRHVDYVVDQWGKLIEVVKKKNKAGVSVKPF 

<~»t rvMtJ t r«Ti to t vr/T t p\TDT Pn C HT VTJKIMTT J^i DTT C PflQTf 
QVKNHIWVr INCliJLliNJrl r JJbU 1 ]SJ^ni.Xj\£c'j\0r\30j\. 

CQLSEKFFKAASNCGIVESILNWVKFKAQTQLNKKCS 

SVKYSKI KG I PKLDDANDAGGKHSLECTIiI LTEGDS A 

KS LAVSGLGVIGRDRYGVFPLRGKI LNVRRASHKQIM 

ENAEINNI IKIVGLQYKKSYDDAQSLKTLRYGKIMIM 

TDQDQDGSHIKGLLINFIHHNWPSLLKHGFLEEFITP 

I VKASKNKQELSFYSI PEFDEWKKHIENQKAWKIKYY 

KGLGTSTAKEAKEYFADMERHRI LFRYAGPEDDAAIT 

LAFSKKKIDDRKEWLTNFMEDRRQRRLHGLPEQFLYG 

TATKHLTYNDFINKELI LFSNSDNERS I PSL.VDGFKP 



WO 2004/080148 



PCT/US2003/030720 



679 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possib!e nucleotide 
insertion) 










GQRKVLFTCFKRNDKREVKVAQLAGSVAEMSAYHHGE 
QALMMTI VNLAQNFVGSNNINLLQPI GQFGTRLHGGK 
DAASPRYIFTMLSTLARLLFPAVDDNLLKFLYDDNQR 
VEPEWYI PI I PMVLINGAEGI GTGWACKLPNYDAREI 
VNNVRRMLDGLDPHPMLPNYKNFKGTIQELGQNQYAV 
SGEI FWDRNTVEI TELPWTWTQVYKEQVLEPMLNG 
TDKTPALISDYKEYHTDTTVKFVVKMTEEKIiAQAEAA 
GLHKVFKLQTTLTCNSMVLFDHMGCLKKYETVQDILK 
EFFDIJUiSYYGLRKEWLVGMLGAEFTKLNNQARFILE 
KIQGKI TI * NRSKKDLIQMLVQRGYESDPVKAWKEAQ 
EKAAEEDETQNQHDDSSSDSGTPSGPDFNYILNMSLW 
SLTKEKVEELIKQRDAKGREVNDLKRKSPSDLWKEDL 
AAFVEELDKVESQEREDVLAGMSGKAI KGKVGKPKVK 
KLQLEETMPSPYGRRI I PEITAMKADASKKLLKKKKG 
DLDTAAVKVEFDEEFSGAPVEGAGEEALTPSVPINKG 
PKPKREKKE PGTRVRKTPTSSGKPS AKKVKKRNPWSD 
DESKSESDLEETEPWI PRDSLLRRAAAERPKYTFDF 
SEEEDDDADDDDDDNNDLEELKVKASPITNDGEDBFV 
PSDGLDKDEYTFSPGKSKATPEKSLHDKKSQDFGNLF 
SFPSYSQKSEDDSAKFDSNEEDSASVFSPSFGLKQTD 
KVPSKTVAAKKGKPSSDTVPKPKRAPKQKKWEAVNS 
DSDSEFGI PKKTTTPKGKGRGAKKRKASGSENEGDYN 
PGRKTSKTTSKKPKKTSFDQDSDVDIFPSDFPTEPPS 
LPRTGRARKEVKYFAESDEEEDDVDFAMFN 


2455 


A 


2 


154 


FKIQKTRLQREGFDPRQTSDRLFFLDLKQGHYLPLNE 
AVYTRI CSGAFAL 


2456 


A 


483 


765 


FQGQRMAGEQKPSSNLLEQFILIaAKGTSGSALTALI S 
QVLEAPGVYVFGELLELANVQELAEGANAAYLQLLNL 
FAYGTYPDYIANKESLPELY 


2457 


A 


9 


422 


ESRERSGNRRGAEDRGTCGLQS PSAMLGAKPHWLPGP 
LHSPGLPLVLVLLALGAGWAQEGSEPVLLEGECLVVC 
EPGRAAAGG PGGAALGEAPPGRVAFAAVRSHHHE PAG 
E TGNGTS GA I Y FDQ VLVNEGGG FDRAS 


2458 


A 


64 


435 


GRGVCVAAWSQRSIAGNNDYRLFHKMSNSHPLRPFTA 
VGEIDHVHILSEHICALLIGEEYGDVTFVGEKKRFPA 
HRVI LAARCQYFRALLYGGMRESQPEAE I PLQDTTAE 
AFTMLLXYI YTGR 


2459 


A 


126 


434 


MCTKTIPVLWGCFLLWNLYVSSSQTIYPGIKARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNI KI S AFSFPNTSLAFVPGVGI 


2460 


A 


126 


434 


MCTKTI PVLWGCFLLWNLYVS S SQTI YPGI KARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVWYNFSNIKISAFSFPNTSLAFVPGVGI 


2461 


A 


126 


434 


MCTKTI PVLWGCFLLWNLYVS SSQTIYPG I KARITQR 
ALDYGVQAGMKMIEQMLKEKKLPDLSGSESLEFLKVD 
YVNYNFSNI KI SAFS FPNTSLAFVPGVGI 


2462 


A 


3 


1057 


EEEQECRPAIKTSDIDNPSHFEKQYESSSSSTHSDRS 
SDGEQDFVS S I LPGNRPNSTN I KPQLHQKS IMKKKAG 
HKANSKH*D*EQTVVDVTEQLGDCKLDSQEKDATCEL 
PLQKVNTQSSSNSTLPGRLKASENSESEYSRSEITLV 
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680 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










GI SKKSAEHFKRKFAKSNQVSRSVSSSVQVCPEVGKR 
NLLKVLKETLI EWKTEETLRFLYGQNYAS VCLKPEAS 
LVKEELDEDDI I SDPDSHFPAWRESQNSLDESLPFRG 
SGTAI KPLPS YENLKKETEKLNLRIREFYRGRYVLGE 
ETTKSQDSEEHDSTFPLIDSSSQNQIRKRIVLEKLSK 
VLPGLLVPLQ I TLGDI YT 


2463 


C 


135 


341 


MYIKIKPRSFGIIHNLPSKPGPLFLPHSLIGWFDFTA 
SFLYPMNCSAMHHXVRKSSSATAITKIGKTG 


2464 


A 


265 


395 


RLCDGLFPQQDPAAPAPCEETQLSLLPLQGCGLMEGK 
TMEAKT 


2465 


A 


88 


1496 


QETSKMETLSFPRYNVAEIVIHIRNKILTGADGKNIiT 
KNDLYPNPKPEVLHMIYMRALQIVYGIRLEHFYMMPV 
NSEVOTPHLMEGFLPFSNLVTHLDSFLPICRVNDFET 
ADILCPKAKRTSRFLSGIINFIHFREACRETYMEFLW 
QYKSSADKMQQLtNAAHQEALMKLERLDSVPVEEQEBF 
KQLSDGIQELQQSIiNQDFHQKTIVLQEGNSQKKSNIS 
EKTKRLNELKLSWSLKEIQESLKTKIVDSPEKLKNY 
KEKMKDTVQKLKNARQEWEKYEIYGDSVDCLPSCQL 
EVQLYQKKIQDLSDNREKLASILKESLNLEDQIESDE 
SELKKLKTEBWSFKRLMIVKKEKLATAQFKINKKHED 
VKQYKRTVI EDCNKVQEKRGAVYERVTTINHE I QKIR 
LG I QQLKDAADRE KLKS QE I F LNLKTALE KYHDG I EK 
AAEDSYAKIDEKTAELKRKMFKMST 


2466 


A 


194 


2287 


GMGSENSALKSYTLREPPFTLPSGLAVYPAVLQDGKF 
ASVFVYKRENEDKVNKAAKVP* * HLKTLRHPCLLRFL 
S CTVE ADG I HLVTERVQ PLEVALETL S S AEVC AGI YD 
TT.TiAT>T FLHDRGHLTHNNVCL S S VFVS EDGHWKLGGM 
ETVCKVSQATPEFLRS I QS I RDPAS I PPEEMSPEFTT 
LPECHGHARDAFSFGTLVESLLTILNEQVSADVLSSF 
QQTLHSTIiLNPI PKWRPALCTLLSHDFFRNDFLEWN 
FLKSLTLKSEEEKTEFFKFLLDRVSCLSEELIASRLV 
PLLLNQLVFAEPVAV\ KSFLPYLLGPKKDHAQGETPC 
LLSPALFQSRVI PVLLQLFEVHEEHVRMVLLSHIEAY 
VGALSLREQLKKV\IL\PQVLLG\LRD\TSDSIVAIT 
LHSLAVLVSLLGPEVWGGERTKI FKRTAP\ SFTK\N 
TDLSLEGDPFSQPIKFPINGLSDVKNTSEDSENFPSS 
SKKSEEWPDWSGPE\EPENQTVNI\QIWP\REP\CDD 
VKSQCTTLDVEESSWDDCEPSSLDTKVNPGGGITATK 
PVTSGEQKPIPALLSLTEESMPWKSSLPQKISLVQRG 
DDADQIEPPKVSSQERPLKVPSELGIiGEEFTIQVKKK 
PVKDPEMDWFADMI PEI KPSAAFLI LPELRTEMVPKK 
DDVS PVMQFSS KFAAAE I TEGEAEGWEEEGEIiNWEDN 
NW 


2467 


A 


2 


868 


I AGVAVFFYRDMFVRKDRKI HKDAE S AQS CTDS SGS F 
AKLNGLFDSPVKEYQQNIDSPKLIVT/ SLTSRKELPP 
NGDTKSMVMDHRGQPPELAALPTPESTPVLHQKTLQA 
MKSHSEKAHGHGASRKETPQFFPSSPPPHSPLSHGHI 
PSAIVLPNATHDYNTSFSNSNAHKAEKKLQNIDHPLT 
KSSSKRDHRRSVDSRNTLNDLLKHLNDPNSNPKAIMG 
DIQMAHQNLMLDPMGSMSEVPPKVPNREASLYS PPST 
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681 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










LPRNSPTKRVDVPTTPGVPMTSLERQRGYHK 


2468 


A 


483 


764 


MGSVFWHVLFCI SGVCLWCAHRMAAFLQQMAVLLPVD 
CERPAAVHWLALCGCCYGQLVWESRTRSCFWSLECLC 
FGGQHFGSVPSFFCSSVWL* 


24 69 


A 


3 


357 


FGFNGCSKRIIKLQELSDLEERENEDSMVPLPKQSLK 
FFC^EVVLPSCDCRSPGIGLVEEPMDKVEEGPLSFL 
MKRKTAQKLAIQKALSDAFQKLLIVVLG/QDCLDHP* 
STSVSVSK 


2470 


A 


3 


57 


RIGQGVPWHS*VEGGPNVISIVLEYLRDTPPVPWV 
CDGSGRASDILAFGHKYSEEGG*VKVFLWCTHKWKED 
PM 


2471 


A 


69 


512 


MALAFLGTVLSKATLGARLTTHCAHPARRARAFSSDV 
MTHSSILTRASLLTLWTMFTRRTKILTEGSGVSWWAA 
AFPRDWAGGSILAIiASLMTVVTIGALLTAVLAAPAP 
EARSTVASPGDGVAQSPIFALAPAGAVGTPVITIAG* 


2472 


A 


2195 


872 


VSQATDVEVGTDLVPS VTVKVTLQNRVI LQKAKLSVY 
VQPPLELTCDQFTFEFMNRNPDGI PRVIQCKFRLPLK 
LICLPGQPSKTASHKITIDTNKSPVSLLSLFPGFASQ 
SDDDQVNVMGFHFLG\GAR\ ITVLASKTSSTDIRI PG 
VEQFE\ DLWASLTNELI LRLQEYFEKQGVKDFACSFS 
G\SITPFKEYF\ELIGSIHFELRINGEKLEELLSERA 
VQFRAIQRRLLARFKDKTPAPLQHLGHLVRMGTYK\Q 
VIALA\DAVGGKTKGNLFQSFTRLKSATHLVTLLIAL 
WQKLSADQVAI LEAAFLPLQEDTQELGWEETVDAAI F 
H\L*KTCCRKSAKQQALNPPGRLTYPNDTS\QLKKHI 
TLLCDRLSKGGRLCLSTDAA/ APHQTMVMPGGCTTI P 
ESDLEERSVEQDSTELFTNHRHLTAETPRPEVSPLQG 
VSE 


2473 


A 


1 


473 


EVRWNSPPTDSLSPDGGSIELEFYLAPEPFSMPSLLG 
APPYSGLGGVGDPYAPLMVLMCRVCLEDKPI KPLPCC 
KKAVCEECLKVYLSAQIQCPTCQFVWCFKCHSPWHEG 
VNCKEYKKGDKLLRHWASEIEHGQRNAQKCPKCKIHI 
QRTEGCDHM 


2474 


A 


131 


1098 


RVPAGGARRLGQDPPRLPPGVADAPAAMSTQRLRNED 
YHDYSSTDVSPEESPSEGLNNLSSPGSYQRFGQSNST 
TWFQTLIHLLKGNIGTGLLGLPLAVKNAGIVMGPI sl 
LI IGIVAVH CMGI LVKCAHHF CRRLNKS FVDYGDTVM 
YGLES S PCS WLRNHAHWGRRWDFFLI VTQLGFCCVY 
FVFLADNFKQVI EAANGTTNNCHNNETVT LTPTMDSR 
LYMLS FLPFLVLLVFI RNLRALSI FSLLANI TMLVSL 
VMIYQFIVQIL*MDLQPM*QTKVFHREQVPLCLQHVE 
SQMEQFWAECFAQRVLPINVLSLQKK 


2475 


A 


131 


1098 


RVPAGGARRLGQDPPRLPPGVADAPAAMSTQRLRNED 
YHDYSSTDVSPEESPSEGLNNLSSPGSYQRFGQSNST 
TWFQTLIHLLKGNIGTGLLGLPLAVKNAGIVMGPISL 
LI I GI VAVHCMGI LVKCAHHF CRRLNKS FVDYGDTVM 
YGLESS PCS WLRNHAHWGRRWDFFLI VTQLGFCCVY 
FVFLADNFKQVIEAANGTTNNCHNNETVILTPTMDSR 
LYMLSFLPFLVLLVFI RNLRALSI FSLLANI TMLVSL 
VMIYQFIVQIL"MDLQPM-QTKVFHREQVPLCLQHVE 
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ID 
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nucleotide 
location of 
first amino 
acid residue 
of peptide 
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Predicted 
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nucleotide 
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residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










SQMEQFWAECFAQRVLPINVLSLQKK 


2476 


A 


505 


1373 


WGDGTQNESHSSSVSLTAFLSDTKDRGPPVQSQIWRS 
GEKVPFVQTYSLRAFEKPPQVQTQALRDFEKHLNDLK 
KENFSLKLLIYFLEERMQQKYEASREDIYKRNTELKV 
EVESLKRELQDKKQHLDKTWADVENLNSQNEAELRRQ 
FEERQQEMEHVYELLENKMQLLQEESRIiAKNEAARMA 
ALVEAEKECNLELSEKLKGVTKNWEDVPGDQVKPDQY 
TEALAQRDK*VPSVLFL\RLSFAHSQGIQQLSCSLSR 
T/RQ*ELHYF*DFMGPQPKTFFSGLNFQWYPL 


2477 


A 


1 


317 


QRPSEAKEIKLYAQIPPIEKMDASLSMLANCEKLSLS 
TNCIEKIANLNGL\EAVGDTLEELWI SYNFIEKLKGI 
HI MKKLKILYMSNNLVKDWGT PVI KGDEEEDN 


2478 


A 


2 


607 


CKNTLIRQNI PRAQFPATS PRS I IQQPN/ PFPRRFVL 
PLNVSLNAPEGDNLSPLSYTSASAVKQADGTIWCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLI KVDVVNKTLKVWREDGFYPSE PVFVPAPG 
TNEEDGGVILSWITPNQNESNFIiLVLDAKNFEELGR 
AEVPVQMPYGFHGTF I PI 


2479 


A 


2 


607 


CKNTLIRQNI PRAQFPATS PRS 1 1 QQ PN/ PFPRRFVL 
PLNVSLNAPEGDNLS PLS YTSAS AVKQADGTI WCSHE 
NLHQEDLEKEGGIEFPQIYYDRFSGKKYHFFYGCGFR 
HLVGDSLI KVDWNKTLKVWREDGF YPSEPVFVPAPG 
TNEEDGGVI LSWI TPNQNESNFLLVLDAKNFEELGR 
AEVPVQMPYGFHGTF I PI 


2480 


A 


101 


580 


LSLTKNCALLGEETMMEQEMTRLHRRVSEVEAVLSQK 
EVELKASETQRSPLEQDLATYITECSSLKRSLEQARM 
EVSQEDDKALQLLHDIREQSRKLQEI KEQEYQAQVEE 
MRLMMNQLEEDLVSARRRSDLYESELRESRLAAEEFK 
RKATECQHKLLK 


2481 


A 


1 


2025 


MAWAGRGRGSRQGSELHLPWAIDVCLFSLVRSGFRFL 
REVWWE I WKKVLLLLHVANGAQQAGPI PWNTGLQANH 
SVPVSKPHQKWPVQHFQELLRSANSLTAPFKQVQYWR 
GTKMNQRVPVPQIHSWFRMFCGMAHESHGIGKWGVAL 
EGHPPGPGKQESIANACWEAAVRSPGSRSHKAETKSS 
KSRDQILSVLRPASFVRDKSI PQPWLESDGINKRWSP 
TCLSGEPSLGRVNPLLHELQTQCFVRTPSYQRATEAA 
KPQERCTI QLNKMCCLQAGS F SR YAS VI AI KHI CHAH 
STPKALLTSFLVLTTTRSLNLHLHLRLSHPDKFRDGG 
VSSSQYSRYCSLTQPDFDSSNSSTFFLLLTISLLSSQ 
FCIRLISLPECPVSQWQEAAREHLGGGSDLSSMGETH 
PDLGGGPSEGPGGWPWEQVSAAFAQLVLVSTMS FQGT 
WRKRFSSTDTQILPFTCAYGLVLQVPMMHQTTEVNYG 
QFQDTAGHQVGVLELPYLGSAVSLFLVLPRDKDTPLS 
HIEPHLTASTIHLWTTSLRRARMDVFLPSELTKEPFR 
WDQRLFALVLRLPGTMSVES EQLTGVPLDDS AI TPMC 
EVTGVGMECFSDAKDTIEDLSEMHGSQDLSEMRGNPT 
KPSPPLSGTTVENFGSRGTDSYEAFSEPSLGKEPVTH 
RTRVPLQWP 


2482 


A 


137 


879 


LPPRGPATFGSPGCPPAMSPPSAPATPEPARAPERVM 
ANAGLQLLGF I LAFLGWI GAI VSTALPQWRI YS YAGD 
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ED 
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nucleotide 
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first amino 
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/^possible nucleotide de)etion,=possible nucleotide 
insertion) 










NIVTAQAMYEGLWMSCVSQSTGQIQCKVFDSLLNLSS 
TLQATLALMWGI LLGVI AI F VATVGMKCMKCLEDDE 
VQKMRMAVIGGAIFLLAGLAILVATAWYGNRIVQEFY 
DPMTPVNARYEFGQALFTGWAAASLCLLGGALLCCSC 
PRKTTS YPTPRPYPK\ PAPS \ SGKDYV 


2483 


A 


200 


1139 


RIISTITYQFSAALGQEVFYITFLPFTHWNIDPYLSR 
RLII IWVLVMYIGQVAKDVLKWPRPSSPPWKLEKRL 
I AEYGMPSTHAMAATAI AFTLLI STMDRYQYPFVLGL 
VMAWFSTLVCLSRLYTGMHTVLDVLGGVLITALLIV 
LTYPAWTFIDCLDSASPLFPVCVTVVPFFLCYNYPVS 
DYYSPTRADTTTIIAAGAGVTIGFWINHFFQLVSKPA 
ESLPVIQNI PPLTTYMLVLGLTKFAVGIVLILLVRQL 
VQNLSLQVLYSWFKWTRNKEARRRLEIEVPYKFVTY 
TS VGI GTKWAQMPTDV 


2484 


A 


173 


307 


SHICLKKSAKSLTGTWMKLETI IIiSKLTQEQKTKHCM 
FSLISGS 


2485 


A 


173 


307 


SHICLKKSAKSLTGTWMKLETI I LSKLTQEQKTKHCM 
FSLISGS 


2486 


B 


86 


225 


PRQEKKS SHVSTRRS PKLLRE KPEAAAGEAAAEAGLP 
MFARSRARSR 


2487 


A 


14 


1256 


WPCGAAPGLTHASERMFTLTTMIQALAPVMGWDRKPL 
KMFSSEEMRGHLHHHHKCLTKILKVEGQVPDLPSCLP 
LTDNTRMLAS I LINMLYDDLRCDPERDHFRKI CEEYI 
TGKFDPQDMDKNLNAIQTVSGILQGPFDLGNQLLGLK 
GVMEMMVALCGSERETDQLVAVEALIHASTKLSRATF 
1 1 TNGVS LLKQI YKTTKNE KI KI RTLVGLCKLGSAGG 
TDYGLRQFAEGSTEKLAKQCRKWLCNMS IDTRTRRWA 
VEGLAYLTLDADVKDDFVQDVPALQAMFELAKTSDKT 
ILYSVATTLYNCTNSYDVKEVI PELVQLAKFSKQHVP 
EEHPKDKKDFIDMRVKRLLKAGVI SALACMVKADSAI 
LTDQTKELLARVFLALCDNPKDRGTI VAQGGGKALI P 
LALEGTD 


2488 


B 


526 


3482 


MDSLKQETQGLQKEKESREKELMGFSKSVNEARSKMD 
VAQSELDIYLSRHNTAVSQLTKAKEALIAASETLKER 
KAAIRDIEGKLPQTEQELKEKEKELQKLTQEETNFKS 
LDKMAWAKKMTEIQTPENTPRLFDLVKVKDEKIRQA 
FYFALRDTLVADNLDQATRVAYQKDRRWRWTLQGQI 
IEQSGTMTGGGSKVMKGRMGSSLVIEISEEEVNKMES 
QLQNDSKKAMQIQEQKVQLEERVVKLRHSEREMRNTL 
EKFTAS IQRL I EQEE YLNVQVKELEANVLATAPDKKK 
QKLLEENVSAFKTEYDAVAEKAEESLPEIQKEHRNLL 
QELKVIQENEHALQKDALS IKLKLEQIDGHIAEHNSK 
I KYWHKE ISKISLHPI EDNPI EE I SVLS PEDLE AI KN 
PDSITNQIALLEARCHEMKPNLGAIAEYKKKEELYLQ 
RVAELDKI TYERDS FRQAYEDLRKQRLNEFMGS VR PP 
KKSWKKI FNLSGGEKTLSSLALVFALHHYKPTPLYFM 
DE IDAALDFKNVS I VAFYI YEAVWFLSNI TAGNQQQV 
QAVIDANLVPMI I HLLDKGDFGTQKEAAWAI SNLTI S 
GRKDQVAYLIQQNVIPPFCNLLTVKDAQWQWLDGL 
SNILKMAEDEAETIGNLI EECGGLEKI EQLQWHENED 
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IYKLAYEIIDQFFSSDDVFNNFWFIiILYINIDLDKV 
IYIGSSLMKQTPSPGVTVYESWWLYVNACKLDSPS 
GG 


2489 


A 


1 


747 


MRLQRPRQAPAGGRRAPRGGRGS P YRPDPGRGARRLR 
RFQKGGEGAPRADPPWAPLGTMALLALLLVVALPRVW 
TDANLTARQRDPEDSQRTDEGDNRVWCHVCERENTFE 
CQNPRRCKWTEPYCVI AAVKI FPRFFMVAKQCS AGCA 
AMERPKPEEKRFLLEEPMPFFYLKCCKIRYCNL/GGA 
/NLSTHQ\CSKNMLGAWVRAVVGCGWPSSCCWPPLQP 
ASACLEPRDCHRLSLPEHGLAPDRCHLLH 


2490 


A 


2 


1177 


GFVEAGEECYCVS\GQECRDLCCFAHNCSLRPGAQCA 
HGDCCVRCLLKPAGALCRQAMGDCDLPEFCTGTSSHC 
PPDVYLLDGS PCARGSGYCWDGACPTLEQQCQQLWGP 
GSHPAPEACFQWNSAGDAHGNCGQDSEGHFLPCAGR 
DALCGKLQCQGGKPSLLAPHMVPVDSTVHLDGQEVTC 
RGALALPSAQLDLLGLGLVEPGTQCGPRMVCQSRRCR 
KNAFQELQRCLTACHSHGVCNSNHNCHCAPGWAPPFC 
DKPGFGGSMDSGPVQAENHDTFLLAMLLSVLLPLLPG 
AGLAWCCYRLPGAHLQRCSWGCRRDPACSGPKDGPHR 
DHPLGGVHPMELGPTATGQPWPLDPENSHEPSSHPEK 
PLPAVSPDPQADQVQMPRSCLW 1 


2491 


A 


1 


609 


AAARTFWYKLFPCRGSGGAAKAAEQKRQVGGRAEPGT 
AAPCGARCPGPTPGWQVPATKALLSQPMGCPPPGPCR 
GHT*ADPQLPLTHAP/PEARLSPQQPP/PSPPGSATP 
GA* AGVAS PKPTLPAPGAPGTPQRLPGP/RREKPAFL 
SQPESST*PHPTPVSAASSSPA/PESSCHDELGLLSL 
NLPAPGPPKPTPGAAASFQGSG 


2492 


A 


1 


242 


MNRGGFAVKILALLDALSTVCSQRVQKAKKQQHLQNK 
EHFKALLKQKEKLKQQEDL/RKKLF* IQGIRCPQATP 
HHGQCSL 


2493 


A 


909 


353 


RS FVLDTAS AI CNYNAHYKNHPKYWCRGYFRDYCNI I 
AFSPNSTNHVALRDTGNQLIVTMSCLTKEDTGWYWCG 
IQRDFARDDMDFTELIVTDDKGTLANDFWSGKDLSGN 
KTRSCKAPKWRKADRSRTSILI ICILITGLGI ISVI 
SHLTKRRRSQRNRRVGNTLKPFSRVLTPKEMAPTEQM 


2494 


A 


516 


848 


MWSLWI WVDQHQARLI PS PQVLLLLLRETPSTAAAVA 
GWLWASMALLQLHAVGGVALTS SHPFMWATGEELRK 
PPWQGSAGSASGVEELTGKHSCPGPEEPATVQKAPA* 


2495 


A 


349 


1018 


TFTQPDPDDLI SKPPRTPGGG* YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGSPAVSTPSEFGAPGQAEGPQSPIRAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
LKSNRRRKSGFA/ GNKSEPVGLTRRS KHQPRNPQGQV 
GI 


2496 


A 


349 


1018 


TFTQPDPDDLI SKPPRTPGGG* YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGS PAVSTPSEFGAPGQAEGPQS P I RAS 
ARSHLSCTAWLGKPSKPSAQRQPTVGPDGDRDGSSQA 
PNLSRGQAWRASLAS PQNTSATGRVTCHGQSTWPLCR 
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/=possible nucleotide deIetion,==possibIe nucleotide 
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LKSNRRRKSGFA/GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2497 


A 


349 


1018 


TFTQPDPDDLISKPPRTPGGG*YQTQWPSPPDPRRTS 
PAGRPGPARRPPRRTPRPARGRHPGR*GGPGASRPGG 
TGAAPAADQTGSPAVSTPSEFGAPGQAEGPQSPIRAS 
ARSHLSCTAWLGKPS KPS AQRQPTVGPDGDRDGS SQA 
PNLSRGQAWRASIiAS PQNTSATGRVTCHGQSTWPLCR 
LKSNRRRKSGFA/GNKSEPVGLTRRSKHQPRNPQGQV 
GI 


2498 


A 


2025 


422 


P PGTQG S PQRT / GDHGGKP PL P AE KP APG PGL PARAS 
RAEGRGASGWKPGGQPAGGSWQGGDAGPRRPASGDQR 
TAGAAKALAGPAGEAAGGDRGAAQGDPPAEAGGRGG* 
TQAGGGASRARGSGAQRPGGP*RQGQGDGGESASPAP 
GPCPQSSWGPPCSIPGP*PALPGAL*GA\VGRDPAGP 
PDGGPDTEP/ PGS PGQAERWPEGCRPQGSWHCEGAPQ 
GPGAGARARPRQGSRGPRGAPRRGI PWAKSGR\TGGS 
QDRKKPGKE VAATGTS I / PEGSQLARGRARSRDGGPS 
HEAQASEPRPGPCSGPARWGGRSSCTAPGCVTPAGTA 
GHL*WRAGWTAGPPAGPWRSPGDEKGPRGGPCACVPR 
AAERRGGRCC PGAQAEARARAGAQTS C PGGPEAGQ CQ 
AQPGPETAGWLRPPEATAGPWPS CRGS AGPEGWGHHW 
P*PPA*CPGERPPWRPGCPAPPGCGGSSAGGPQPAA* 
TGAWASRGVLAPAGHEGHASHCPPRPAAGLSQPHPSQ 
TLEVTLASPQGFMSEALTKCE 


2499 


A 


1415 


661 


SLRTPGFRGGGVLYWDAGAAGTGSNHALGANVELWIM 
LLQVVREGKFSGFLTSCSLLLPRAAQILAAEAGLPSS 
RSFMGFAAPFTNKRKAYSERRIMGYSMQEMYEVVSNV 
QEYREFVPWGKKSLWSSRKGHLKAQLEVGFP PVMER 
YTSAVSMVKPHMVKAVCTDGKIjFNHLETI WRFS PGI P 
AYPRTCTVDFS I SFEFRSLLHSQLATMFFDEWKQNV 
AAFERRAATKFGPETAI PRELMFHEVHQT 


2500 


A 


673 


941 


CCLAAHSGPPAQGQRRGPG* LCCS AGSGGNL* S * agg 
PG*GRSGQPVCPPWPGPGAPGHRPALPGSGGSSAVGR 
SAVPGAVRS PSHAGW 


2501 


A 


328 


1212 


RQEQGHFHFFCGGMS SFKAGTSHLDVYMQVTEGREDY 
NPSMHLAKRQFLSLEEEAEDYNPSQHRAQGNWLQDYN 
ASMQRVHGQCVSLEEDVELCVPRWACREMQSHNYPSR 
LVAGLQQYNFS I SLAQGECTS HWRKRGIMTYS S IHCL 
GDVTLHS YLGPSKTEDCDI SVTLPPRLERRITLPKHW 
I KKYFT I FLMGKAQINKIDRPLVRQI KEKREKNQRDA 
I KNDKGDI TTKPTE IQTT I RE Y YKHLYGNKVENLEEI 
DKFLETSTPPRLNEEEVESLSRPIAGSEI EAI INSL 


2502 


B 


1 


1428 


MGSRVRLSKRRAKAGVQSGTNALLWKHRDMNEKELE 
AQEARKAQLENHEPEEEEEEEIRQPRKKLGAQPWHW 
VAPDGRLLGNSSRTRVRGDGTLDVTITTLRDSGTFTC 
I ASNAAGEATAPVE PRGLCPDYACTRFSTTVPLMTPS 
STGVDIEAARKEEERIMLRDARQWLNSGHINDVRHAK 
SGGTALHVAAAKGYTEVLKI I SLR FGVPRTQ VRTWVA 
LYEKHGEKGLI PKPKGVSADPELRI KWKAVI EQHMS 
LNQAAAHFMLAGSGSVARWLKVYEERGEAGLRALKIG 
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TKRNIAISVDPEKAASALELSKDRRIEDLERQVRFLE 
TRLMYLKKLKALAHPTKKAAE I PRS TF YYHLKALS KP 
DKYADVKKRI SEI YHENRGRYGYRRVTLSLHREGKQI 
NHKAVQRLMGTLSHKAAI KVKR YRS YRGEMKKLR I RE 
VQILAGGHTAKLNMEQVKSADAFTYIKQPIA 


2503 


A 


218 


415 


MRCRAPAWLRRLCGQLLSERLMRPNGVQAWRGILEG 
AGAGAAGGSDAEVTAADWKKCDLI AKI LA 


2504 


A 


3 


136 


SWATAGAANGPAPLGVRAPPAWRTS PAAEMGATGAAE 
PLQSVLWVKQQRCAVSIiEPARALLRWWRS PGPGAGAP 
GADACS VPVSE 1 1 AVEETDVHGKHQGSGKWQKME KPY 
AFTVHCVKRARRHRWKWAQVTFWCPEEQLCHLWLQTL 
REMLEKLTSRPKHLLVFINPFGGKGQGKRIYERKVAP 
LFTLAS I TTD 1 1 VTEHANQAKETL YE INI DKYDG * VR 
RPSASARPQPGGRARRKRWGRRGRRSRCNPCCG 


2505 


A 


335 


1105 


MKRERGALSRASRAIiRLAPFVYLLliIQTDPLEGVNIT 
S PVRLI HGTVGKS ALLSVQYS STSSDRPWKWQLKRD 
KPVTWQS I GTEVI GTLR PDYRDRIRLFENGSLLLSD 
LQLADEGTYEVEI S ITDDTFTGEKTINLTVDVPI SRP 
QVLGASTTVLELS EAFTLNC S HENGTKPS YTWLKDGK 
PLLNDSRMLLSPDQKVLTITRVLMEDDDLYSCWENP 
INQGRTLPCKITEYRKSSLSSIWLQEAFSSLGPW* 


2506 


A 


335 


1105 


MKRERGALSRASRALRLAPFVYliLLIQTDPLEGVNIT 
S PVRLI HGTVGKSALLSVQYS STSSDRPWKWQLKRD 
KPVTWQS I GTEVI GTLRPDYRDRIRLFENGSLLLSD 
LQLADEGTYEVE I S I TDDTFTGEKTINLTVDVP I SRP 
QVLGASTTVLELSEAFTLNCSHENGTKPSYTWLKDGK 
PLLNDSRMLLSPDQKVHjTITRVLMEDDDLYSCVVENP 
INQGRTLPCKITEYRKSSLSSIWLQEAFSSLGPW* 


2507 


A 


1160 


3149 


VSKTTTTNAGNALFPMPGS SKTKKPNSHQRGQMGS *G 
RNPPSLGRAPAPLPEREAPI PAPQLGPSAAGTSRQVG 
QKS STS PHQGEEAI LNRELKKKDGKKK* KK/ PTGLSK 
HQPAGFIQNE*NLKGAGEFVQGLAGSQNPPSSKLQGL 
GG\ SAESRGFSRGQGQTAPHWE STPLKGAL PPC PERG 
MLPEEG*GFSGKEASSGPVQPQPTCLYGIRPSLGS*P 
*GQRRTLLAPTFLQENQL\SGPSPGQRARSVLRPFSA 
/ PGLRPELELTGGRGSTRSRRAAGPWASDCTAGSDQE 
SLGRSSGKGR*GASGTVLGVSMCKV/ PGCKAAGGHLP 
GGGRGLDLE CGWGLRS WLPGRGRQ / TG PPG/ PQGRD S 
* STKQSDSHRWQDSGGGLAPP PPGQGNNGARPCC* DV 
TKASAPGVS GDTGREAPSATG I STFRS CCMS SARGLG 
QSPAAPVLASSFLPTSCTGPPGLPGLPSSGSEENIHS 
GAWALVGQEGPSMDGRGNGMMLRGVWTGVHGGGMD\G 
CGAEVI *RGKFLME* YRSGLQRKQDSS PARTPAPQWL 
SITTGS *TPE /GDPGGKLDAAQRGRAIAAH/GTAGGC 
CPRCCCHL* SPGSARS S P/ PMAS AS IRVS \ PPRSGGS 
PPSPSSA* KSDRTDAGAGVAAAAS PGAGAPAHC PQGP 
PRSCQGPQRR 


2508 


A 


1 


957 


METS S PRP PRPS SNPGLS LDARLGVDTHLWAKVLFTA 
LYALI WALGAAGNALSVHWLKARAGRAGRLRHHVLS 
LALAGLLLLLVGVPVELYSFVWFHYPWVFRDLGCRGY 
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sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion,=possible nucleotide 
insertion) 










YFVHELCAYATVLSVAGLSAERCLAVCQPLRARSLLT 
PRRTRWLVAL S WAAS LGLAL PMAVI MGQKHELE TADG 
EPEPASRVCTVLVSRTALQVFIQEAI WMYVI CWLPY 
HARRLMYCYVPDDAWTDPLYNFYHYFYMVTNTLFYVS 
SAVTPLLYNAVSS SFRKLFLEAVS SLCGEHHPMKRLP 
PKPQSPTLMDTASGFGDPPETRT 


2509 


A 


144 


291 


DVEVKWI EYQNMVNYLIQWIRHHVTTMSERTFPNNPV 
ELKVSVTVEIT 


2510 


A 


144 


291 


DVEVKWI EYQNMVNYLI QWI RHHVTTMSERTFPNNPV 
ELKVSVTVEIT 


2511 


A 


3 


279 


RSLPPAHSVSLWSVKDGLRPWHPELRSVQPTRGGRTQ 
THRRGAAPGI STPHTLGGRASAARRPWHTCGRQRRPP 
RRRRERRPLYSSVLRST 


2512 


A 


3 


1396 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
MSRKESWKVKSEI PKVPKQPLVLHHPRMTTTKSPSK 
DMLEPEAELAEDLPTTKSTSVES/EDAH*EPGRPFPV 
LPDL/PCHCLPSAPTPLCIVKRPCPT*VTQLSASAQS 
AHQMRTPRAQS PSS * PR* VNCLPPS / LHKDDLELKEK 
DQKKPPTAPREVKGTRRKLPTAFLPS KYHGYEELLTA 
KPDPAFI EPKGIQKNA/ PS PATNAEAPTPVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED* SPTSG*HLHSL 
AGSPEHYRGSTRCCPAPVDRTAAGEP/ASSTWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
SSATSSSSWMSSARSPQPVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG* PAGHRPQSSAGPHLLATRWHP 
LVRIS PPWPRHDLVPGPAAI KSGCTGQ 


2513 


A 


3 


1396 


RQENNTRGVPSLLKSFLQERLGIHLIRRKIVKPKHHV 
LMSRKESWKVKSEI PKVPKQPLVLHHPRMTTTKSPSK 
DMLEPEAELABDLPTTKSTSVES/EDAH*EPGRPFPV 
LPDL/PCHCLPSAPTPLCIVKRPCPT*VTQLSASAQS 
AHQMRTPRAQS PS S * PR * VNCLPPS / LHKDDLELKEK 
DQKKPPTAPREVKGTRRKLPTAFLPSKYHGYEELLTA 
KPDPAFIEPKGIQKNA/ PS PATNAEAPTPVPLLQAQA 
GHSSETLCSQRETGPENPDSTPKED* SPTSG*HLHSL 
AGSPEHYRGSTRCCPAPVDRTAAGEP/ASSTWRPRGC 
*RSSRHVTGSW*VALCAQCSGLPRSPWPAQR*VRASP 
SSATSSSSWMSSARSPQPVTHKARAVHGGCVHHPACA 
PALPEGSVPWTAPQG* PAGHRPQSSAGPHLLATRWHP 
LVRI S PPWPRHDLVPGPAAI KSGCTGQ 


2514 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTDQGFLTE E KWWE S LHNVDGDGNFCDS E FHLRP P S 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQEINWEQI 
PEGI SDLELAKKLQEEEDRRASQYYQEQEQAAAAAAA 
ASTQAQQGQPAQAS PS SGRQS GNSERKRKE PREKDKE 
KEKEKNS CVI L 


2515 


A 


1065 


478 


HGLCELTSTVQEGELCVFFRNNHFSTMTKYKGQLYLL 
VTDQGFLTEEKWWESLHNVDGDGNFCDSEFHLRPPS 
DPETVYKGQQDQIDQDYLMALSLQQEQQSQEINWEQI 
PEGI SDLELAKKLQEEEDRRASQY YQEQEQAAAAAAA 
ASTQAQQGQPAQASPSSGRQSGNSERKRKEPREICDKE 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possibIe nucleotide deletion,=possible nucleotide 
insertion) 










KEKEKNSCVIL 


2516 


A 


290 


1041 


KACLHLLSSFLTSNFLFNPLLPDSLYSVEARSQRANL 
GPCRRKRLQTLMRLAAGFQYS SHKDPSLSAKEKHTDY 
HNEARGPWPGWVG*RTADGSCGRGPDGAHHPGPKSSS 
WRAS RLLPGLGGSHHLDAYVGRDLE CGT PAPLQLE I P 
PQPRGHPAPI PTGQAGPRDSGPGASP* VETRPLTDGR 
R* PGVRPVGWTPAHPAGTLRPRGAVEPSVSACGKWAP 
SPTSQGCCEGRCDAVPKHRAWRTPLCSQ 


2517 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NI ECS I QRDEDS YVINGKKWWS SGAGNPKCKI AI VLG 
RTQNTSLSR*LNNSD*ETOTGMSQSSSYLGNLLKIHC 
LDSQIIM*DMRVNVIYLYFTSIF*QVFLENIIGSIAE 
HSSLWNFQY*KVLLNYQSCLD*IIRQIFSDLOTEVIR 
CLDQRQ * S * NV* LYI * VPS YHC * AVRS FNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHSSHSSHHCLHDYMKTSK 
RQLGFCLLS VLFFFLANFF * YNFSFD* \HKQHSMILV 
PMNTPGVKI IRPLSVFGYTDNFHGGHFEIHFNQVRVP 
ATNLI LGEGRGFE I SQGRLGPGR I HHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK 
IRLLTLiKAAHSMDTLGSAGAKKEIAMI KVAAPRAVSK 
IVDWAIQVCGGAGVSQDYPIANMYAITRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2518 


A 


2 


1736 


QNENSVDKWGKPLVIDKLKEMAKVEGLWNLFLPAVSG 
LSHVDYALIAEETGKCFFAPDVFNCQAPDTGNMEVLH 
LYGSEEQKKQWLEPLLQGNITSCFCMTEPDVASSDAT 
NI ECS I QRDEDSYVINGKKWWS SGAGNPKCKI AI VLG 
RTQNTSLSR*LNNSD*ETCVGMSQSSSYLGNLLKIHC 
LDSQ I IM* DMRVNVI YLYFTS IF* Q VFLEN 1 1 GS I AE 
HS SLWNFQY * KVLLNYQS CLD * 1 1 RQI FSDLCNE VI R 
CLDQRQ*S*NV*LYI*VPSYHC* AVRS FNQTTHLFSN 
HCFCSRSQPASDYVGVRLLHS SHSSHHCLHDYMKTSK 
RQLGFCLLS VLFFFLANFF* YNFSFD *\HKQHSMILV 
PMNTPGVKI IRPLSVFGYTDNFHGGHFEIHFNQVRVP 
ATNLI LGEGRGFE I SQGRLGPGRI HHCMRTVGLAERA 
LQIMCERATQRIAFKKKLYAHEWAHWIAESRIAIEK, 
IRLLTLKAAHSMDTLGSAGAKKEIAMIKVAAPRAVSK 
I VDWAI QVCGGAGVSQDYPLANMYAI TRVLRLADGPD 
EVHLSAIATMELRDQAKRLTAKI 


2519 


A 


2 


550 


FGVINLICTGFLLMWCSSTNSIALT\SYTYLTIFDLF 
SLMTCLISYWVTLRKPSPVYSFGFERLEVLAVFASTV 
LAQLGALFI LKESAERFLEQPE I HTGRLLVGTFVALC 
FNLFTMLSI RNKPFAYVSEAASTSWLQEHVADLSRSL 
CGI I PGLSS I FLPRMNPFVLIDLAGAFALCITYML 


2520 


A 


1 


1876 


RAPMMTKAVPEE PRKPGRLTQALNS PLTWEHVWI CVP 
GGTPDCLTDTFRVKRPHLRRSASNGHVPGTPVYREKE 
DMYDEI I ELKKSLHVQKSDVDLMRTKLRRLEEENSRK 
DRQIEQLLDPSRGTDFVRTLAEKRPDASWVINGLKQR 
ILKLEQQCKEKDGTISKLQTDMKTTNLEEMRIAMETY 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deletion, ^possible nucleotide 
insertion) 










YEEVHRLQTLLASSETTGKKPLGEKKTGAKRQKKMGS 
ALLSLSRSVQELTEENQSLKEDLDRVLSTSPTTSKTQ 
GYVE WS KPRLLRJR.I VELEKKLS VMES SKSHAAE PVRS 
HPPACLASSSALHRQPRGDRNKDHERLRGAVRDLKEE 
RTALQEQLLQRDLEVKQLLQAKADLEKELECAREGEE 
ERREREEVLREEIQTLTSKLQELQEMKKEEKEDCPEV 
PHKAQELPAPTPSSRHCEQDWPPDSSEEGLPRPRSPC 
SDGRRDAAARVLQAQWKVYKHKKKKAVLDEAAVVLQA 
AFRGHLTRTKLLASKAHGSEPPSVPGLPDQSSPVPRV 
PS PI AQATGS PVQEE AI VI I QSALRAHLARARHSATG 
KRTTTAASTRRRSAS ATHGDAS S PPFLAALPDPS PSG 
PQAVAPLPGDDVNSDDSDDIVIAPSLPTKNFPV 


2521 


A 


5618 


4060 


APARRGLGDRCSSSSFSSSFFSSASSPRRLATAAARA 
GGAAVI PVPEE PALP VPGGRGAGEAGPRRTQQVEPGV 
PGRAPPAHHAALCHLSRPQAKI LSMMEDNKQLALRI D 
GAVQSASQEVTNLRAELTATNRRLAELSGGGGPGPGP 
GAAASASAAGDSAATNMENPQLGAQVLLREEVSRLQE 
EVHLLRQMKEMLAKDLEESQGGKS SEVLSATELRVQL 
AQKEQELARAKEALQAMKADRKRLKGEKTDLVSQMQQ 
LYATLESREEQLRDFIRNYEQHRKESEDAVKALAKEK 
DLLEREKWELRRQAKEATDHATAIjRSQIjDLKDNRMKE 
LEAEIiAMAKQSLATLTKDVPKRHSLAMPGETVLNGNQ 
EWVVQADLPLTAAIRQSQQTLYHSHPPHPADRQAVRV 
SPCHSRQPSVISDASAAEGDRSSTPSDINSPRHRTHS 
LCNVRPAAAGPGPLGPAQKLQGRGWRGEAILAVSSRP 
PREHSGECISCSVLSFCKKRWMWGEKGMRPVCSLCPG 
G 


2522 


A 


1023 


766 


MLCSRLGTTASWRRLGIRAWAPLLLLFPWDWHFILSF 
SSRPWAGTLLAPHDVIMGSSTFPQSCQAEAGPRHAWP 
TGRFSRRLRRV* 


2523 


A 


1 


429 


NTLLTIIVIiFPDPPSLSSNSSIRSSSSFSTCISCELS 
TSGCPAITTESVSASPSMISPSATSV*VTS*SSSCTS 
AS PGS PGS CWLLLE S * EAPWAS C S DLFLLEALLLPKR 
LLGWFTI RE SVSKGFRAALTVLAMLGLDRSKL 


2524 


A 


165 


638 


MFVIAFLSPLSLIFIiAKFLKKADTRDSRQACLAASLA 
LALNGVFTNTI KLI VGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDWNEGRKS F PSGHS S FAF AGLAFAS FYLAGK 
LHCFTPQGRGKSWRFCAFLSPLLFAAVIALSRTCDYK 
HHWQGPFKW* 


2525 


A 


165 


638 


MFVIAFLS PLSLI FLAKFLKKADTRDSRQACLAASLA 
IiALNGVFTNTI KLI VGRPRPDFFYRCFPDGLAHSDLM 
CTGDKDWNEGRKS FPSGHS S FAFAGLAFAS FYLAGK 
LHCFTPQGRGKSWRFCAFLS PLLFAAVI ALSRTCDYK 
HHWQGPFKW* 


2526 


A 


2 


266 


KGSTEAFI SGTAGWGTGLLPSSAGLPGGWGPAGGWAG 
TDRRGPRAR PI PQKS PPWPWSGDAAKGQSGFLPVAAW 
AGQGRLPGGGI IVH 


2527 


A 


2 


614 


PRVRLFTVITYFFWIGIAPI FILYELDSPLCWNEVF 
IGYGSALGSASFLTSFLGIWLFSYCMEDIHMAFIGIF 
TTMTGMAMTAFASTTLMMFLARVPFLFTIVPFSVLRS 
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TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










MLSKVVRSTEQGTLFACIAFLETLGGVTAVSTFNGIY 
SATVAWYPGFTFLLSAGLLLLPAI SLCWKCTS WNEG 
SYELLIQEESSEDASDRAC 


2528 


A 


2 


614 


PRVRLFTVITYFFVVIGIAPIFILYELDSPLCWNEVF 
IGYGSALGSASFLTSFLGIWLFSYCMEDIHMAFIGIF 
TTMTGMAMTAFASTTLMMFLARVPFLFTIVPFSVLRS 
MLSKVVRSTEQGTLFACIAFLETLGGVTAVSTFNGIY 
SATVAWYPGFTFLLSAGLLLLPAI SLCWKCTS WNEG 
SYELLIQEESSEDASDRAC 


2529 


A 


1297 


793 


LGEPLGDLCELI PGDVQQLQMGE VHPGTGAQGSAAQS 
VAGEVQLTQLSHARQRPSCQGSQLIALDLQHMDISRQ 
PRWQHVQPVARQVQRAQQAQLAEGVAVHLWAGDAWA 
EVELLQBVGGGKVFAANACDLWQDHEGAHAARQATG 
HALQRVI VQVRRVQPLEAL * RVPSGLPRRVRAFMI LH 
NQITGIGREDFATTYFLEELNLSYNRITSPQVHRDAF 
RKLRLLRSLDLSGNRLHMLPPGLPRNVHVLKVKRNEL 
AALARGALAGMAQLRELYLTSNRXiRSRALGPRAWVDL 
AHLQLLDI AGNQLTE I PEGLPESLE YLYLQNNKI SAV 
PANAFDSTPNLKGI FLRFNKLAVGSWDSAFRRLKHL 
QVLDIEGNLEFGDISKDRGRLGKEKEEEEEDEVEEEE 
TR 


2530 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCSFSYPWRSWYSSPPLYVYWFRDGEIPYY 
AEWATNNPDRRVKPETQGRFRLLGDVQKKNCSLSIG 
DARMEDTGSYFFRVERGRDVKYSYQQNKLNLEVTALI 
BKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALSPLDPETTRSSELTLTPRPEDHGTNLTCQMKR 
QGAQVTTERTVQLNVSYAPQTITI FRNGIALEILQNT 
S YLPVLEGQALRLLCDAPSN P PAHLS WFQGS PALNAT 
PI SNTGI LELRRVRS AEEGGFTCRAQHPLGSLQI FLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNSSQGSFKVNSSSAGPWANSSLILHGGL 
SSDLKVSCKAWNIYGSQSGSVLLLQGRSNLGTGWPA 
ALGGAGVMALLCI CLCLI FFLI VKARRKQAAGRPEKM 
DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
EQKELHYASLSFSEMKSREPKDQEAPSTTEYSEIKTS 
K 


2531 


A 


2 


1671 


LADGDMLPLLLLPLLWGGSLQEKPVYELQVQKSVTVQ 
EGLCVLVPCSFS YPWRS WYS S PPLYVYWFRDGEI PYY 
AEWATNN PDRRVKPETQGRFRLIiGDVQKKNCSLS IG 
DARMEDTGS YF FRVERGRDVKYS YQQNKLNLEVTALI 
EKPDIHFLEPLESGRPTRLSCSLPGSCEAGPPLTFSW 
TGNALSPLDPETTRSSELTLTPRPEDHGTNLTCQMKR 
QGAQVTTERTVQLNVS YAPQTI TI FRNGI ALEI LQNT 
SYLPVLEGQALRLLCDAPSNPPAHLSWFQGSPALNAT 
PI SNTGI LELRRVRSAEEGGFTCRAQHPLGSLQI FLN 
LSVYSLPQLLGPSCSWEAEGLHCRCSFRARPAPSLCW 
RLEEKPLEGNSSQGSFKVNSSSAGPWANSSLILHGGL 
SSDLKVSCKAWNIYGSQSGSVLLLQGRSNLGTGWPA 
ALGGAGVMALLCI CLCLI FFL I VKARRKQAAGRPEKM 
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ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/possible nucleotide deletion ^possible nucleotide 
insertion) 










DDEDPIMGTITSGSRKKPWPDSPGDQASPPGDAPPLE 
EQKELHYASLS FSEMKSRE PKDQEAPSTTE YSE I KTS 
K 


2532 


A 


51 


674 


QQAEEHLAAYSVSDSDSGKDPSMECCRRATPGTLLLF 
LAFLLLSSRTARSEEDRDGLWDAWGPWSECSRTCGGG 
ASYSLRRCLSSKSCEGRNIRYRTCSNVDCPPEAGDFR 
AQQCSAHNDVKHHGQFYEWLPVSNDPDNPCSLKCQAK 
GTTLWELAPKVLDGTRCYTESLDMCISGLCQVSADL 
FS FNLSRGFQCLCVNGLHSLTL 


2533 


A 


239 


577 


GQPARVWSLDTMGTRLLPALFLVLLVLGFEVQGTQQP 
QQDEMPS PTFLTQVKESLS S YWESAKTAAQNLYEKTY 
LPAVDEKLRDLYSKSTAAMSTYTGI FTDQVLSVLKGE 
E 


2534 


A 


239 


577 


GQPARWSLDTMGTRLLPALFLVLLVLGFEVQGTQQP 
QQDEMPS PTFLTQVKESLSS YWESAKTAAQNLYEKTY 
LPAVDEKLRDLYS KSTAAMSTYTG I FTDQVLSVLKGE 
E 


2535 


A 


103 


318 


MWRKHLSLLVLRDFLLAPRRRDSLTLTHMATLAQKPC 
GIEKQICFYVLFSLSIFQHRLNSLKPRHLLRPDP* 


2536 


A 


1 


2374 


MVSI SDLVI CPPRHPKVLGLQGPPGLDS I SDPS AGAG 
FLDWGBI GMPGPGRAGHQALCKCDCQCLEKTTTKAPG 
KMPKSTRSGPVRVRLADGPNRCAGRLECGMPDAGEQC 
VMTTGTSGRHCGLLGTGLWKGYTDLTI I PPGPGTPPQ 
ERTCQGDYHSGGTWTHS PLETTRRPGS S S PAIRRLPA 
QMLLLPARPPHPRSSSPEAMDPPPPKAPPFPKAEGPS 
STPSSAAGPRPPRLGRHLLIDAN/ GVYPYTYTVQLEE 
EPRGPPQREAPPGEPGPRKGYSCPECARVFASPLRLQ 
SHRVSHSDLKPFTCGACGKAFKRSSHLSRHRATHRAR 
AGPPHTCPLCPRRFQDAAELAQHSWGTPRGPLLAAAC 
NCEVARGRLES PGPERLLHGYGGREEEGGWGRAAGGL 
DRVEGFISSKAHHYLLIDTQGVPYTVLVTRSHRGSQG 
PVGLQARKVLQLPRVLKGLRVHVHLQRHS ITHSEVPQ 
DFAGSLDSFQTPGESLRLVFRALDTTQSSRISKAEPC 
LKEEPLSLGDLPYMHTTLCFCRKRRASPGPGTLQRGA 
LAWPDWASPRALPVPSLS STTRS PAAPLFAVPLSGRT 
TQAMAFDGI IFQGQSQRSAGLTTTSRFLACQRPLRLC 
AWWASRS PRCTLRRPVGLRPGVHPRPRLVYRDLKPEN 
VMASGQPRDRPQPWFAWPPRPTRFCGGCWTLTPKEER 
CDRHQGAPGAPWRQREGEAEAVGAVEERLGSEEAPGD 
AEREAAHPRPPRPTAFGVSSGLPELLVKRWAQLQEL 
WTSSTAGGWSTQMQT 


2537 


A 


241 


957 


MRSSLTMVGTLWAFLSLVTAVTSSTSYFLPYWLFGSQ 
MGKPVS FSTFRRCN YPVRGEGHSLIMVEECGRYASFN 
AI PSLAWQMCTWTGAGCALLLLVALAAVLGCCMEEL 
I SRMMGRCMGAAQFVGGLLI SSGCALYPLGWNSPEIM 
QTCGNVSNQFQLGTCRLGWAYYCAGGGAAAAMLICTW 
LSCFAGRNPKPVILGGKHHEENHFLCYGAWPLPSTLE 
LRKEDRGGRATGKQVTP 


2538 


A 


2817 


1352 


MAAAAAGAGSGPWAAQEKQFPPALLSFFIYNPRFGPR 
EGQEENKILFYHPNEVEKNEKIRNVGLCEAIVQFTRT 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknovra, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










FSPSKPAKSLHTQKNRQFFNEPEENFWMVMWRNPII 
EKQS KDGKPVI E YQEEELLDKVYS S VLRQCYSMYKLF 
NGTFLKAMEDGGVKLLKERLEKFFHRYLQTLHLQSCD 
LLDI FGGI S FFPLDKMTYLKIQSFIN\RMEESLNI VK 
YTAFLYNDQLIWSGLEQDDMRILYKYLTTSLFPRHI\ 
EPELAGRDS PIRAEMPGNLQHYGRFLTGPLNLNDPDA 
KCRFPKIFVNTDDTYEELHLI \ VYKAMS AAVCFMI DA 
SVHPTLGF\ CRRTGTASLGPQLHSGWASGHLVEQF*H 
QQGGCSGV*GKEPQFKFIYFNHMNLAEKSTVHMRKTP 
SVSLTSVHPDLMKILGDINSDFTRVDEDEEI I VKAMS 
DYWWGKKSDRRELYVI LNQKNANLI EVNEEVKKLCA 
TQFNNIFFLD 


2539 


A 


171 


347 


NYSLSVYLVRQIiTAGTLLQKLRAKGIRNPDHSRALSE 
*HLSSLPHLIWIQVFIALQPS 


2540 


A 


2 


583 


FPGRRFRHNARRGFFFSHIGWLFVRKHRDVIEKGRKL 
DVTDLLADPWRIQRKYYKI SWLMCFWPTLVPWYI 
WGE SLWNS YFLAS ILRYTI SLNI S WLVNSAAHMYGNR 
PYDKHISPRQNPLVALGAIGEGFHNYHHTFPFDYSAS 
EFGLNFNPTTWFIDFMCWLGLATDRKRATKPMI EARK 
ARTGDSSA 


2541 


A 


1 


1791 


MTSGPQTSQPKEHLTNFKSDEQERVSSLAQSHTDNHR 
LHEPGLQEGIRAVPREDPQWNYQADS PRGPLDHHRRR 
ASGNSQWRQAKLI ALTRALTLAKGLRINI YTDS KYAF 
RILHHHAVIWAERGFLPTQGSSIINATLIKTLLKAAL 
LPKEAGVIHCKGHQKASDPITQGNAYADKPIGFGLEK 
LLTFHLSQLQEYRGTKWREKSHRKVNHDENTSKLTSL 
NEE YTKNKTE YEEAQDAI VKE IVNISS GYVE PMQTLN 
DVLAQLDAWSFAHVSNGAPVPYVRPAILEKGQGRI I 
LKASRHACVEVQDE I AF I PNDVYFEKDKQMFHI ITGP 
NMGGKSTYI RQTGVI VLMAQ I GCFVPCES AE VS I VDC 
ILARVGAGDSQLKGVSTFMAEMLETASILRSATKDSL 
1 1 IDELGRGTSTYDGFGLAWAI SEYI ATKIGAFCMFA 
THFHELTALANQI PTVNNLHVTALTTEETLTMLYQVK 
KGVCDQSFGIHVAELANFPKHVIECAKQKALELEEFQ 
YIGESQGYDIMEPAAKKCYLEREQGEKI IQEFLSKVK 
QMPFTEMSEENITIKLKQLKAEVIAKNNSFVNEIISR 
IKVTT 


2542 


A 


1 


639 


AGTARFVCQAEGI PSPKMSWLKNGRKI HSNGRI KMYN 
SKLVINQI I PEDDAI YQCMAENSQGS I LSRARLTWM 
SEDRPSAPYNVHAETMSS SAILLAWERPLYNSDKVIA 
YSVHYMKAEGIjNNEEYQVVIGNJJI lHllllJJJIjisfAbN 
YTFYIVAYMPMGASQMSDHVTQNTLEDGHTSVGLLQF 
AGGLLLTLVASVFPVPGDTTSEGCVTAK 


2543 


A 


700 


283 


VPRLVSPLSNPAPKFYCVSFFYHMYGKHIGSLNLLVR 
SRNKGALDTHAWSLSGNKGNVWQQAHVPI S PSG PFQI 
I FEGVRGPGYLGDI AI DDVTTjKKGECPRKQTDPNKW 
VMPGSGAPCQSSPQLWGPMAI FLLALQR 


2544 


A 


2 


673 


NSRVEGQLCDLDPSAHFYGHCGEQLECRLDTGGDLSR 
GEVPEPLCACRSQSPLCGSDGHTYSQICRLQEAARAR 
PDANLTVAHPGPCESGPQIVSHPYDTWNVTGQDVIFG 
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SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/^possible nucleotide deIetion,==possible nucleotide 
insertion) 










CEVFAYPMAS IEWRKDGLDIQLPGDDPHI SVQFRGGP 
QRFEVTGWLQIQAVRPSDEGTYRCLARNALGQVEAPA 
SLTVLTPDQLNSTGI PQLRSLNLVPEEEAESEENDDY 
Y 


2545 


A 


195 


635 


IATMETKDQKKQRKKNSGPKAAKKKKRHLQDLQIiGDE 
EDAWKRNPKAFAFQS AVWMARSFHRTQDLKTKKHHI P 
WDRTPLEPPPIWWMGP/ PKVGKSTLIQCLIRNFT 
RQKLTEIRGPVMIVSGKKIjRLTIIDCGCDIN>IMIDIiA 


2546 


A 


167 


691 


MGWVWTLCTASACLTLLFWSQTPGKAFQI PCPPPHLS 
HWCLSPMQMDDGCARLC^WTAWMRWRVLMCSCRVWA 
TDLGIFLGVALGNEPLEMWPLTQNEECTVTGFLRDKL 
QYRSRLQYMKHYFPINYKIRVPYEGVFRIANVTRLRA 
QGSERELRYLGVLVSLSATESVHDELL 


2547 


A 


1 


337 


RRFVSQETGNLYIAKVEKSDVGNYTCVVTNTVTNHKV 
LGPPTPLILRNDGVMGEYEPKIEVQFPETVPTAKGAT 
VKLECFALGNPVPTI I WRRADGKPI ARKARRHKSRVG 
K 


2548 


A 


2 


462 


EFQEAAKLYHTNYVRNSRAIGVLWAIFTICFAIVNW 
CFIQPYWIGDGVDTPQAGYFGLFHYCIGNGFSRELTC 
RGSFTDFSTLPSGAFKAASFFIGLSMMLIIACIICFT 
LFFFCNTATVYKI CAWMQLTSAACLVLGCMI FPDGWD 
SDEVN 


2549 


A 


418 


768 


AFTKHLLKPRMEVKDCGAHNLEKGLTI FFHKGPSSMY 
FRLCGPHEGRFFFL\ I PPLHLLHLLFPLHFFYNFRDE 
ELSCTWELKYTGNASALLILPDQDKMEEVEAMLLPE 
TFALCC 


2550 


A 


2484 


121 


AIMTTRQATKDPLLRGVSPTPSKIPVRSQKRTPFPTV 
TSCAVDQENQDPRRWVQKPPLNIQRPLVDSAGPRPKA 
RHQAETSQRLVGI SQPRNPLEELRPS PRGQNVGPGPP 
AQTEAPGTIEFVADPAALATI LSGEGVKSCHLGRQPS 
LAKRVLVRGSQGGTTQRVQGVRASAYLAPRTPTHRLD 
PARASCFSRLEGPGPRGRTLCPQRLQALISPSGPSFH 
PSTRPSFQELRRETAGSSRTSVSQASGLLLETPVQPA 
FSLPKGEREWTHSDEGGVASLGLAQRVPLRENREMS 
HTRDSHDSHLMPSPAPVAQPLPGHWPCPSPFGRAQR 
VPSPGPPTLTSYSVLRRLTVQPKTRFTPMPSTPRVQQ 
AQWLRGVSPQSCSEDPALPWEQVAVRLFDQESCIRSL 
EGSGKPPVATPSGPHSNRTPSLQEVKIQRIGILQQLL 
RQEVEGLVGGQCVPLNGGSSLDMVELQPLLTEI SRTL 
NATEHNSGTSHLPGLLKHSGLPKPCLPEECGEPQPCP 
PAEPGPPEAFCRSEPEIPEPSLQEQLEVPEPYPPAEP 
RPLESCCRSEPEIPESSRQEQLEVPEPCPPAEPRPIiE 
SYCRIEPEIPESSRQEQLEVPEPCPPAEPGPLQPSTQ 
GQSGPPGPCPR\VELGASEPCTLEHRSLEPSLPP\CC 
SQWAPATTSLIFSSQ\HPLCASPPICSFQS\LRPPA\ 
GQAG/LSANLAPLE PLALKGAAFKS C\LTAI HCFHEA 
SSWTIECAF\YTSRAPP\SGPTRVCTNPVATLLEWQD 
ALCFI PVGSAAPQGSP 


2551 


A 


356 


1313 


NCNLSVGSSCLSLASVWLARRMWTLRSPLTRSLYVNM 
TSGPGGPAAAAGGRKENHQWYVCNREIOiCESLQAVFV 
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694 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X-Unknown, *=Stop codon, 
/^possible nucleotide de!etion,=possible nucleotide 
insertion) 










QSYLDQGTQIFLNNSIEKSGWLFIQLYHSFVSSVFSL 
FMSRTSINGLLGRGSMFVFSPDQFQRLLKINPDWKTH 
RLLDLGAGDGEVTKIMSPHFEEIYATELSETMIWQLQ 
KKKYRVIjGINEWQNTGFQYDVISCLNLLDRCDQPLTL 
LKDIRS VLE PTRGRVI LALVLPFHPYVENVGGKWEKP 
SEILEIKGQNWEEQVNSLPEVFRKAGFVIEAFTRLPY 
LCEGDMYNDYYVLDDAVFVLKPV 


2552 


A 


299 


21 


MGSSVLSIWILSPSIYPILSPLAMPCLSRTDLIRVRR 
IQGAWPSEGTASSIRGWVLTKLRMS SGKALEALYCI P 
GAAQHPGLGVTRVWSGRT * 


2553 


A 


337 


642 


FAFPHYYI KP YHLKRI HRAVLRGNLEKLKYLLLTYYD 
ANKRDRKERTALHLACATGQPEMVHLLVSRRCELNLC 
DREDRTPLI KAVQLRQEACATLLLQNGA 


2554 


B 


111 


1520 


PS I PAAVPQSAPPEPHREETVTATATSQVAQQPPAAA 
APGEQAVAGPAPSTVPSSTSKDRPVSQPSLVGSKEEP 
PPARSGSGGGSAKEPQEERSQQQDDIEELETKAVGMS 
NDGRFLKFDIEIGRGSFKTVYKGLDTETTVEVAWCEL 
QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWES 
TVKGKKCIVLVTELMTSGTLKTYLKRFKVMKI KVLRS 
WCRQILKGLQFLHTRTPPI IHRDLKCDNI FITGPTGS 
VKIGDLGLATLKRASFAKSVIGTPEFMAPEMYEEKYD 
ESVDVYAFGMCMLEMATSE YPYSECQNAAQI YRRVTS 
GVKPASFDKVAI PEVKE I IEGCIRQNKDERYS IKDLL 
NHAFFQEETGVRVELAEEDDGEKIAI KLWLRI EDI KK 
LKGKYKDNEAIE FS FDLERNVPEDVAQEMVESGYVCE 
GDHKTMAKAI KDRVSLI KRKREQRQL* 


2555 


B 


111 


1520 


PS I PAAVPQSAPPEPHREETVTATATSQVAQQPPAAA 
APGEQAVAGPAPSTVPSSTSKDRPVSQPSLVGSKEEP 
PPARSGSGGGSAKEPQEERSQQQDDI EELETKAVGMS 
NDGRFLKFD I EIGRGS FKTVYKGLDTETTVEVAWCEL 
QDRKLTKSERQRFKEEAEMLKGLQHPNIVRFYDSWBS 
TVKGKKCI VLVTELMTSGTLKTYLKRFKVMKI KVLRS 
WCRQILKGLQFLHTRTPPI IHRDLKCDNIFITGPTGS 
VKI GDLGLATLKRASFAKSVI GTPEFMAPEM YEEKYD 
ESVDVYAFGMCMLEMATSEYPYSECQNAAQI YRRVTS 
GVKPASFDKVAI PEVKEI IEGCIRQNKDERYS IKDLL 
NHAFFQEETGVRVELAEEDDGEKIAI KLWLRI EDI KK 
LKGKYKDNEAIEFSFDLERNVPEDVAQEMVESGYVCE 
GDHKTMAKAI KDRVSLI KRKREQRQL* 


2556 


A 


105 


447 


LI FCRVFEYLHSLHLPQEICLSLALFSRFTFCVI I CE 
VDVWSVIFKVPFCSKRNKVAVHTMLYIQIFVSLFI *P 
QNWKQPKCPATVERINKMWYIHIV/EYYSANKR 


2557 


A 


1 


512 


DEELPDLSVSRRSSHLHWGI PVPGYDSQTI YVWLDAL 
VNYLTVIGYPNAEFKSWWPATSHI IGKDILKFHAI YW 
PAFLLGAGMSPPQRI CVHSHWTVCGQKMSKSLGNWD 
PRTCLNRYTVDGFRYFLLRQGVPNWDCDYYDEKVVKL 
LNSELADALGGLLNRCTAKRIN 


2558 


A 


1117 


647 


MI LQVSGGPWTVALTALLMVLLI S WQSRATPENSVY 
QERQECYAFNGTQRWDGLIYNREEYVHFDSAVGEFL 
AVMELGRPIGEYFNSQKDFMERKRAEVDKVCRHKYEL 
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695 
TABLE 7 



SEQ 
ID 


Method 


Predicted 
beginning 
nucleotide 
location of 
first amino 
acid residue 
of peptide 
sequence 


Predicted 
ending 
nucleotide 
location of 
last amino 
acid 

residue of 

peptide 

sequence 


Amino acid sequence (X=Unknown, *=Stop codon, 
/=possible nucleotide deletion,=possible nucleotide 
insertion) 










MEPLIRQRRGDVTITATOGCWTTILSGYFLLKRGVVS 
GGCSWGSS* 


2559 


A 


1027 


254 


STQRGGI KGVARAASLVGRRRAGTGMALLLCLVCLTA 
ALAHGCLHCHSNFSKKFSFYRHHWFKSWWVGDI PVS 
GALLTDWSDDTMKELHLAIPAKITREKLDQVATAVYQ 
MMDQLYQGKMYFPGYFPNELRNI FREQVHLI QNAI I E 
SRIDCQHRCGI FQYETISCNNCTDSHVACFGYNCESS 
AQWKSAVQGLLNYINNWHKQDTSMRPRSSAFSWPGTH 
RAAPAFLVLPALRCLEPPHLANLSLEDAA*CLKQH 


2560 


A 


1027 


254 


STQRGGI KGVARAASLVGRRRAGTGMALLLCLVCLTA 
ALAHGCLHCHSNFSKKFSF YRHHVNFKSWWVGDI PVS 
GALLTDWSDDTMKELHLAI PAKITREKLDQVATAVYQ 
MMDQLYQGKMYFPGYFPNELRNI FREQVHLI QNAI I E 
SRIDCQHRCGI FQYETISCNNCTDSHVACFGYNCESS 
AQWKSAVQGLLNYINNWHKQDTSMRPRSSAFSWPGTH 
RAAPAFLVLPALRCLEPPHLANLSLEDAA* CLKQH 


2561 


A 


88 


459 


AGDHVSRNI PVATNNPVRAVQEETRDRFHLLGDPQNK 
DCTLS IRDTRESDAGTYVFCVERGNMKWNYKYDQLS V 
NVTASQDLLSRYRLEVPESVTVQEGLCVSVPCSVLYP 
HYNWTAS S PVYGS 


2562 


A 


337 


1129 


AHLSARLSALILDEVAI LPAPQNLSVLSTNMKHLLMW 
SPVIAPGETVYYSVEYQGEYESLYTSHIWIPSSWCSL 
TEGPECDVTDDITATVPYNLRVRATLGSQTS/ CLEHP 
/VSIPLIETQPSLPDL/RMEITKDGFHLVIELEDLGP 
QFEFLVAYWRRE PGAEEHVKMVRSGGI PVHLETMEPG 
AAYCVKAQTFVKAIGRYSAFSQTECVEVQGEAI PLVL 
ALFAFVGFMLILVWPLFVWKMGRLLQ/YLLLPRGGS 
SQTPWKITQF 


2563 


A 


1 


359 


ISGESIYWSQKPTPSSNASPWSEPAAVDVELTAYALL 
AQLTKPSLTQKE I AKATS I VAWLAKQRNAYGGFSSTQ 
DTVVALQALAKYATTAYVPSEE INLVVKSTENFQRTF 
NIQAVNRM 


2564 


A 


150 


299 


MTFLILSIAPVLAVTGMIETAAMTGFANKDKQELKHA 
GKQLKLWRIYVL* 
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696 
TABLE 8 


SEQ ID NO: 


Number of TM 


TM range: scores 


695 


1 


174-193:1980 


696 


1 


49-73:2788 


704 


1 


168-185:1769 


711 


1 


4488-4504:2911 


722 ; 


6 


272-290:2864 328-351:1725 863- 
880:2348 1102-1128:3163 1137- 
1153:1708 1161-1180:2038 


731 


1 


406-434:2245 


732 


1 


579-607:2245 


736 


1 


364-380:1936 


740 


1 


302-321:2224 


742 


1 


816-832:1758 


756 


1 


1012-1028:1967 


757 


1 


529-548:3334 


758 


1 


533-552:3334 


759 


4 


1014-1033:2221 1095-1113:2566 
1171-1194:2506 1245-1265:2246 


761 


3 


65-83:2205 117-136:2143 853- 
870:2248 


773 | 


3 


73-88:2787 168-186:2328 340- 
360:2085 


776 


3 


90-106:2479 212-232:2562 387- 
403:2183 


781 


1 


115-132:1854 


784 


1 


53-69:2130 


795 


3 


433-453:1894 506-531:1812 606- 
622:2130 


798 


1 


176-192:2849 


804 


1 


231-248:3490 


825 


1 


80-99:2954 


826 


1 


194-213:2954 


835 


4 


94-110:2105 145-161:1995 203- 
223:2483 366-385:1855 


836 


5 


94-110:2105 145-161:2282 207- 
226:1712 427-442:1810 519- 
537:2682 


838 


1 


530-547:3345 


839 


1 


88-109:2169 


842 


1 


149-175:1731 


843 


1 


149-175:1731 


846 


1 


300-316:1761 


851 


1 


383-405:2659 


852 


1 


379-401:2659 


860 


1 


61-81:3175 


866 


2 


62-81:1837 131-147:2154 


871 


1 


50-68:2276 


877 


3 


155-173:2724 426-442:2801 780- 
800:2540 


883 


3 


192-214:1749 266-284:1879 425- 
444:2199 


889 


2 


183-205:2141 304-320:2692 


897 


1 


538-553:1709 


898 


1 


725-740:1709 


899 


1 


58-73:1930 


901 


1 


102-121:2779 
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697 
TABLE 8 



SEO ID NO: 


Number of TM 


TM range: scores 


905 


1 


208-225:3345 


906 


1 


116-133:2747 


926 


3 


266-286:2107 431-450:2017 494- 
509:2005 


927 


1 


307-329:2730 


930 


2 


204-221:1978 259-275:1735 


939 


1 


88-116:1861 


950 


3 


343-368:2429 440-456:2054 498- 
513:2344 


951 


1 


676-696:2381 


952 


1 


79-95:2605 


955 


1 


178-196:2063 


958 


1 


394-414:2626 


964 


1 


735-758:3292 


968 


1 


84-99:2458 


969 


4 


59-75:2180 119-134:2458415- 
433:2785 501-522:2904 


970 


1 


267-284:3132 


975 


3 


192-208:2437 279-296:1885 392- 
409:2589 


976 


3 


266-282:2437 353-370:1885 466- 
483:2589 


992 


1 


1065-1083:1762 


993 


1 


124-141:2188 


996 


1 


450-474:2798 


1003 , | 


1 


313-334:2372 


1018 


5 


71-95:2393 145-166:2340 187- 
204:1848 237-256:3231 297- 
318:1783 


1023 


1 


239-257:2651 


1024 


1 


377-395:1757 


1025 


1 


339-357:1757 


1032 


3 


192-214:1749 266-284:1879 425- 
444:2199 


1039 


2 


152-168:2052 244-259:1761 


1042 


3 


110-124:2032 198-214:1804 512- 
531:2204 


1050 


2 


460-476:2094 570-590:2709 


1055 


1 


306-332:2732 


1062 


2 


82-97:2605 165-182:2300 


1071 


5 


84-100:2101 214-230:2609 380- 
395:2074 456-478:1922 536- 
553:1999 


1085 


2 


40-69:2283 99-120:1980 


1094 


4 


93-108:2432 170-187:2464 205- 
220:2179 241-265:2052 


1098 


2 


142-158:1937 197-216:2428 


1099 


1 


550-567:3380 


1110 


1 


105-127:2966 


1117 


2 


225-240:1816 473-494:3219 


1118 


1 


234-255:3219 


1130 


1 


1245-1266:3138 


1143 


1 


80-99:2954 


1144 


1 


194-213:2954 


1146 


1 


233-249:2778 
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TABLE 8 



SEO ID NO: 


Number of TM 


TM range: scores 


1169 


1 




1180 


1 


77-100:1932 


1194 


1 


105-121 :2ouy 


1195 


1 


co-lU4:lo3D 


1197 


1 


202-221 :2/01 


1213 


1 


byl-f I J . 1 /Ul 


1223 


1 


347-363:2829 


1234 


1 


555-570:1891 


1237 


1 


518-537:2980 


1240 


1 


676-696:2930 


1245 


2 


89-105:1701 loo-l 1lU55o 


1247 


I 


856-879:3766 


1249 


1 


211-237:3134 


1251 


2 


82-99:2126 203-219:2134 


1252 


2 


75-92:2355 196-212:2053 


1264 


3 


189-206:2466 247-266:1853 321- 




336:1839 


1265 


1 


c nf\ £t\A .1Art1 

580-604:2903 


1266 


1 


con /TA/f .inrtl 

580-604:2903 


1274 


1 


56-70:2193 


1275 


1 


719-739:2381 


1279 


1 


155-175:2511 


1284 


3 


89-105:1748 155-173:2433 3:>U- 




3oo:212o 


1289 


1 


471-489:2039 


1290 


1 


195-212:1943 


1292 


1 


n J 1 /** /• o A.fT*7^ 

241-263:2676 


1293 


1 


241-263:2676 


1306 


1 


610-625:2249 


1310 


1 


iai hi .mno 

201-221:1908 i 


1313 


1 


1A1 1 1 *7.*>v1 n^r 

201-217:2496 


1315 


1 


CA 1C.11 AC\ 

59-75:2149 s 


1316 


1 


59-75:2149 


1319 


A 


200-217:2717 258-273:1781 295- 




318:2028 416-436:2373 


1322 


1 


356-381:1996 


1330 


2 


86-104:2471 167-190:2177 


1337 


1 


194-209:1865 


1341 


2 


144-165:2452 216-235:1700 


1349 


2 


102-117:3056 174-195:2254 


1363 


1 


435-452:2888 


1364 


1 


235-254:3185 


1368 


1 


114-134:1898 
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TABLE 9 



f 11 1 1- Ipti crt h 
AUIJflt; 11 1£ III 

mirlpnfirip 

sequence 


JLD NO: of 
luii-iengtu 
pep u tie 

Svlf UvULt 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


1 


685 


1169 


1 0£7 

J yo/ 


784 9546 


2 


686 


1170 




784 9546 


3 


687 


1371 


iyoy 


784 9546 


4 


688 


1372 


i Q7A 

ly fv 


784 9546 


5 


689 


1373 


1 Q71 


*-t OT TO A O 

787 7048 


6 


690 


1374 


1 Q77 


784 2242 


7 


691 


1175 


i Q77 


TO/* /"AAr 

784 6005 


8 


692 


1176 


i on a 


788 2591 


9 


693 








10 


694 


1177 


1 G75 

iy /j 


TOrt inn 

789 2432 


11 


695 








12 


696 








13 


697 


1378 


iy /o 


TO/I TTzTC 

784 3765 


14 


698 


1179 


1 077 

iy / / 


TO /* y*"~ y JA 

784 6649 


15 


699 








16 


700 


1380 


1 Q7Q 

iy /o 


784 6766 


17 


701 


11R1 


1 070 

iy Iy 


7844050 


18 


702 


11R9 


1 0CA 

iy<su 


TOT 1 ^ * 

787 10261 


19 - 


703 


11R1 


1 QC1 


TOT /*"/\ 1 O 

787 6018 


20 


704 


1184 


1 ooo 


TO A S* A*\ A 

784 6424 


21 


705 


11RS 


iyoo 


787 10201 


22 


706 


1 186 


iyo4 


785 2688 


23 


707 




1 OSC 

iyo3 


784 420 


24 


708 


1388 




784 5130 


25 


709 


1389 


1 OC7 

lyo/ 


Torv 11 nf\ 

789 1109 


26 


710 


1190 


1 OOQ 


784 5141 


27 


711 


1191 


1 QQQ 

lysy 


TO A -4 yl 

784 2214 


28 


712 


1392 


1 GGA 

iyyu 


TO A TT t A 

784 2214 


29 


713 




1 QOI 

iyyi 


TO A C 1 1 

784 5125 


30 


714 


1194 


iyyz 


784 2076 


31 


715 


119S 


lyyj 


TO .4 inn/ - 

784 2076 


32 


716 


1396 


1 QQA 

iyy4 


TO yt yl i r\ n 

784 4128 


33 


717 


1397 




tot Ojinn 

7872409 


34 


718 


1398 




/o4 3232 


35 "7 


719 


1399 


1 Q07 ~™* 
iyy / 


no A 1 AT 1 O 

784 10218 


36 


720 


1400 


1 008 

iyyo 


TOT in^i 

787 2961 


37 


721 


1401 


1 ooo 
iyyy 


TO yl 1 T C yl ""^ 

784 1254 


38 


722 


1409 


zUUU 


TO /4 e oo 

784 583 


39 


723 


1401 


TAA1 

zUUl 


to a c>r\ t- s- 

784 8056 


40 


724 


1404 


zUUZ 


TO A O T O 4 

784 3284 


41 


725 


1405 


2003 


784 5767 


42 


726 


1406 


2004 


784 1548 


43 


727 


1407 


2005 


784 3819 


44 


728 


1408 


2006 


784 582 


45 


729 


1409 


2007 


784 1390 


46 


730 


1410 


2008 


784 4142 


47 


731 


1411 


2009 


785 3653 


48 


732 


1412 


2010 


785 3653 


49 


733 


1413 


2011 


785 3653 1 


50 


734 


1414 n 


2012 


785 3653 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


SEO IT) NO* nf 

full-length 

peptide 

sequence 




bk,Q ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 


51 


735 


1415 


2013 


784 11 

/ OH J 1 


52 


736 








53 


737 


1416 


2014 


784 1009 
/OH jyjyZ. 


54 


738 


1417 


2015 


7JM 009 
/OH JOZ 


55 


739 








56 


740 


1418 


2016 


787 1S18 

iOl I J JO 


57 


741 


1419 


2017 


78S 996 


58 


742 


1420 


2018 


784. 9159 

/OH 


59 


743 


1421 


2019 


IRA 4779 

f OH H / / Z 


60 


744 


1422 


2020 


IRA 114*1 

/ OH J j*tj 


61 


745 


1423 


2021 


1R1 0601 
tot yoy i 


62 


746 


1424 


2022 


7X7 0601 
tot yoy i 


63 


747 


1425 


2023 


7Q9 146 


64 


748 


1426 


2024 


7RA 8498 

/ OH OHZO 


65 


749 


1427 


2025 


78Q 1 799 i 
toy 1/ZZ » 


66 


750 








67 


751 


1428 


2026 


784 767 
/OH /O/ 


68 


752 


1429 


2027 


784. 46Q7 
/ oh hus/ I 


69 


753 


1430 


2028 


785 107 
/oj ly f 


70 


754 


1431 


2029 


IRA 1601 

/OH lUul 


71 


755 


1432 


2030 


7Q9 7466 
ly*. /hoo 


72 


756 


1433 


2031 


787 1014 

lot jfJlH 


73 


757 


1434 


2032 


IRA 160^ 

/OH IDUj 


74 


758 


1435 


2033 


784. 1 605 
/ OH 1 Ouj 


75 


759 


1436 


2034 


784 646 ft 
/ OH OHOv 


76 


760 


1437 


2035 


784 1 6ft£ 
1 OH 1 OUO 


77 


761 


1438 


2036 


784 1 791 
/OH 1 /Zj 


78 


762 


1439 


2037 


785 1480 


79 


763 


1440 


2038 


784 061 1 
/oh yoji 


80 


764 


1441 


2039 


784 5069 
/ OH J yOZ 


81 


765 


1442 


2040 


784 5069 
/ oh oyyjz. 


82 


766 


1443 


2041 


IRA 5069 
/ oh jyyjz. 


83 


767 


1444 


2042 


IRA 7108 
/ oh / k\)a 


84 


768 


1445 


2043 


784 9109 


85 1 


769 


1446 


2044 


784 4997 

/OH HZZ/ 


86 


770 


1447 


2045 


784 7743 


87 


771 


1448 


2046 


784 561 

/OH >>v>i 


88 


772 


1449 


2047 


700 491 
/ y\j hz i 


89 


773 


1450 


2048 


780 610Q 
/ oy Qjyjy 


90 


774 


1451 


2049 


787 9541 

/ O / ZJtj 


91 


775 


1452 


2050 


784 3892 


92 


776 


1453 


2051 


787 3685 


93 


777 


1454 


2052 


784 8321 


94 


778 


1455 


2053 


784 7951 


95 


779 


1456 


2054 


784 4225 


96 


780 


1457 


2055 


784 7169 


97 


781 


1458 


2056 


784 5044 


98 


782 


1459 


2057 1 


784 5670 


99 


783 


1460 


2058 


784 2357 


100 


784 


1461 


2059 


784 6637 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


iull-iengtn 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


bequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 


101 


785 




zuou 


ioa ncc 
7o4 3755 




786 


14£^ 
140 J 


zUOl 


t OA fttrt^ 

784 9196 


103 


787 








104 


788 


1464 


ZUDZ 


TOjI HC\C ! 

7o4 /Uo 


105 


780 


146S 
140J 


ZUOJ 


784 706 


106 


700 










701 
iy i 








108 


707 


14££ 
1400 


ZUo4 


'ioa a ion 

784 4289 


100 


70^ 

tyj 


1 4A7 
140 / 


ZOOj 


784 7228 


1 10 


704 


1468 
1400 


zUoo 


HO A lAI 1 ) 

784 3033 


111 


70S 


1401/ 


oa<t 
ZU0/ 


784 6065 


112 


706 


14 /U 


ZUOo 


785 2882 


113 


707 
iy i 


1471 
14/ 1 


zuoy 


nor toot 

785 2882 


114 


708 


1477 
14 /Z 


OATA 
ZU/U 


70C TOOT 

785 2882 


115 


700 


147^ 
14 / j 


ZU / i 


TO/1 

784 7266 


1 16 


800 


1474 
14 /4 


ZU/Z 


TO/1 'T^C'l 

784 7453 


117 


801 

out 


147S 
14 / ^ 


tato 


TO/I TvICO 

/o4 7453 


118 


807 


14.76 
14/D 


ZU/4 


/oo Uooz 


119 


80^ 








120 


804. 


1477 
14 / / 


ZU /J 


784 2527 


121 


80S 


1478 
14 fo 


ZU/o 


TO/i onro 

784 2968 


122 


806 


1470 
14/1/ 


OATT 
ZU / / 


785 3195 


123 


807 


148A 
140U 


TATO 

ZU/0 


HOC OlflC 

/eO 3195 


124 


808 


1481 
1401 


TATA 

zu/y 


/o5 3195 


125 


800 


14.87 

140Z 


oaca 

ZUoU 


/yu 14U16 


126 


810 


148^ 
14CJ 


TAQ 1 

ZUol 


790 21053 


127 


81 1 
0 I 1 


1484 
1404 


TAOO 

zUoz 


TOT nni*7 

787 9817 


128 


817 


148S 


ZUo.5 


784 4047 


129 


81^ 

OlJ 


1486 
1400 


ZUo4 


TO/1 /f/\>!T 

784 4047 


130 


814 


1487 
140 / 


ZUiD 


no A At\An 

784 4047 


131 


81S 


1488 
1400 


tad/; 
ZUoo 


TOT OOO/l 

787 9324 


132 


816 


1480 
140i/ 


TAQT 

ZUo/ 


TOC *5fVO^ 

785 3086 


133 


817 

O I / 


140A 
141/1/ 


ZUoo 


TOC T /"VO 

785 3086 


134 


818 

OlO 


14Q1 

14Z7 1 


zuoy 


T O >l TO /l C 

784 7345. 


135 


810 
o iy 


1407 
141/Z 


zuyu 


TO A OO 1 O 

784 8313 


136 


820 


14Q? 


TAA1 

zuyi 


TOT T1 

787 71 


137 


891 


1404 
141/4 


zuyz 


784 5644 


138 


877 


140S 
141/ j 


zuyj 


790 16836 


no 


87^ 


i4yo 


zuy4 


784 7226 


140 


874 


14QT 

i4y / 


TAAC 

zuyo 


784 1134 


141 


825 


1498 


2096 


784 7001 i 

/ o*t f W i 


142 


826 


1499 


2097 


784_7001 


143 


827 


1500 


2098 


788_3086 


144 


828 


1501 


2099 


787 1984 


145 


829 


1502 


2100 


784_3145 


146 


830 


1503 


2101 


784 3145 


147 


831 


1504 


2102 


784 1806 


148 


832 


1505 


2103 


784_1806 


149 


833 


1506 


2104 


788 594 


150 


834 


1507 


2105 


784 3693 
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TABLE 9 



sfo in ivn* of 

fnll-lpnerth 
lUll'lcliglil 

IlUViCUUUC 

sequence 


fill Man n+h 

i uu-iengtn 

|JC|f uuc 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 

InO. iaHrVj? lis 1nVJ.J 


151 


835 


1508 


2106 


75?« c^i 

/OJ DDL 


152 


836 


1509 


2107 


7R^ ^1 
/ o D DDI 


153 


837 


1510 


71 OS 


78/1 


154 


838 


1511 


2109 


707 SCK1 


155 


839 


1512 


2110 


7QH «9 


156 


840 


1513 


2111 


709 S4QS 


157 


841 


1514 


2112 


7R< 1117 

/ OD iJl/ 


158 


842 


1515 


2113 


704 8*1/1 


159 


843 


1516 


2114 


704 R£1A 
/ o*f O ODH 


160 


844 


1517 


2115 


IRA 4R1R 
/OH Hoko 


161 


845 


1518 


2116 


7R4 4818 ! 
/ OH HO 10 


162 


846 


1519 


9117 
in/ 


7R^ 7Q1 


163 


847 


1520 




784 1814 
/OH IOjH 


164 


848 


1521 


91 1 Q 

All? 


7R4 1 814 


165 


849 


1522 


9190 


784 70^ 
/OH ZiO 


166 


850 


1523 


2121 


7R7 7fH1 


167 


851 


1524 


9199 


7R4 7A71 


168 


852 


1525 


919^ 


7R4 7*71 
/ OH ZO/j 


169 


853 


1526 


9194 


784 7*71 
/on ZO/J 


170 


854 


1527 


919S 


784 

/oH .5ZHH 


171 


855 


1528 


9196 


784 0*7* 
/oH yO/O 


172 


856 


1529 


9197 


784 7/i<;a 
/OH /HDj 


173 


857 


1530 


919R 


784 7Q1Q 

/oh zyjy 


174 


858 


1531 


2190 

iblX7 


7R4 7Q1Q 
/ OH Zioy 


175 


859 


1532 




787 7A47 ! 
/ 0 / ZU4Z 


176 


860 


1533 


AID 1 


7R7 7H47 
to/ ZUHZ 


177 


861 


1534 


9119 


784 1fl17 
/OH D\)D I 


178 


862 


1535 


2133 


787 RQOQ 

/ 0 / oyuy 


179 


863 | 


1536 


Aijt 


7R4 7^*1 
/OH /DOD 


180 


864 j 








181 


865 


1537 


2135 


709 704S 


182 


866 


1538 


2136 


7Qft 1100 ! 


183 


867 


1539, 


2137 


784 44R1 


184 


868 


1540 


one 


784 4481 
/ OH_HHoj 


185 


869 


1541 




7R7 7H*1 
/ O / ZUD 1 


186 


870 


1542 


2140 


7R4 S0R1 

/ OH J Uoj 


187 


871 








188 


872 


1543 


9141 


78^ 571 

/OJ_J / 1 


189 


873 


1544 


9149 

Z> 14^ 


78/1 7517 
/oH ZD1/ 


190 


874 








191 


875 


1545 


2143 


784 2138 


192 


876 


1546 


2144 


784 9072 


193 


877 


1547 


2145 


787_9212 


194 


878 


1548 


2146 


784 5182 


195 


879 


1549 


2147 


784 5182 


196 


880 


1550 


2148 


784 5182 


197 


881 


1551 


2149 


788 11145 


198 


882 


1552 


2150 


785 3208 


199 


883 


1553 


2151 


785_2364 


200 


884 


1554 


2152 


787 6120 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


full-length 

peptide 

sequence 


ocjk£ id iSkjz ol 


SEQ ID NO: of 
con tig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 


201 


885 








202 


886 


1555 


2153 


7R^ 

/ OD Z.DDD 


203 


887 


1556 


2154 


7R^ 7^^ 


204 


888 


1557 


2155 


7RR SOOA 


205 


889 


1558 


2156 


70c 71QQ 

foD £.37? 


206 


890 


1559 


2157 




207 


891 


1560 


2158 


IRA R7£R , 


208 


892 


1561 


2159 


IRA ££nn I 


209 


893 


1562 


2160 


7R^ ISO A I 
/OJ J3/*f 


210 


894 


1563 


2161 


7R7 OOI 


211 


895 


1564 


2162 


7RA 1 0lO 


212 


896 


1565 


2163 


704 loco I 


213 


897 


1566 


2164 


707 AAA1 \ 


214 


898 


1567 


2165 


7R7 AAAO I 


215 


899 


1568 


2166 


IRA AOR1 


216 


900 


1569 


2167 


IRA 77fK 1 


217 


901 


1570 


2168 


IRA "\0"\A 1 


218 


902 


1571 


2169 


HQ A 10RO } 
1 OH jjLO I I 


219 


903 


1572 


2170 


IRA 10R1 I 


220 


904 


1573 


2171 


IRA 1QKf\ \ 
/oh 3yD\) j 


221 


905 


1574 


2172 


7R7 5Q<M 1 
tot jyjl j 


222 


906 


1575 


2173 


7RR RQO/f 1 


223 


907 


1576 


2174 


IRA 7Q77 1 


224 


908 


1577 


2175 


IRA QSO ! 


225 


909 


1578 


2176 


IRA QSO 


226 


910 


1579 


2177 


7RA 0^7 


227 


911 








228 


912 


1580 


2178 


7RR fSX&A 1 


229 


913 


1581 


2179 


IRA fttQI 


230 


914 


1582 


2180 


ISt A 7£7H ! 


231 


915 


1583 


2181 


IRA A7CK 1 
/ o4_4 /y_> | 


232 


916 


1584 


2182 


704 onn/i ! 

/0*t JUU4 j 


233 


917 


1585 


2183 


7R4 ^HAil 1 


234 


918 


1586 


2184 


7R4 ^nn/i 1 

f 0*t_jD\J\JH 1 


235 


919 


1587 


2185 


7Qn 11AR I 

/yu_l 14o i 


236 


920 


1588 


2186 


/ o*t_ / oyo j 


237 


921 


1589 


2187 


7R7 70^7 I 
to/ lyDf | 


238 


922 


1590 


2188 


7R7 70^7 
to 1 lyD 1 


239 


923 


1591 


21R0 

z*xoy 


7R7 7Q<C7 I 


240 


924 


1592 


2190 


707 70«7 
/o/ /yD/ 


241 


925 


1593 T 


2191 


787 7957 ] 


242 


926 


1594 


2192 


784 4718 


243 


927 


1595 


2193 j 


785 3642 I 


244 


928 


1596 


2194 


787 6699 | 


245 


929 


1597 


2195 


784_6067 1 


246 


930 








247 


931 


1598 


2196 


784_8379 1 


248 


932 








249 


933 


1599 


2197 


784 6418 JJ 


250 


934 
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TABLE 9 



SEQ ID NO: of 
full-length 
nucleotide 
sequence 


fuIMpnath 

peptide 
sequence 


Ml/^ UJ XHKJZ Oi 

co n tig nucleotide 

OCl] UCilVC 


oJLQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 

1nO» III 1nU«J 


251 


935 








252 


936 


1600 


2198 


7R4 ioro 


253 


937 


1601 


2199 


70? 1S1Q 


254 


938 


1602 


2200 


784 4Q48 


255 


939 


1603 


2201 


787 d'Kd'J 

1 O / H JHZ 


256 


940 


1604 


2202 


704 781^ 

/OH IQlJ 


257 


941 


1605 


2203 


IRd S767 

/ OH J f\J / 


258 


942 


1606 


2204 


784. S7fi7 


259 


943 


1607 


2205 


IRd **777 

/ OH- J f 1 1 


260 


944 


1608 


2206 


784 ^777 

/ OH Jilt 


261 


945 


1609 


2207 


IRd S777 

/ OH Jill 


262 


946 


1610 


2208 


IRd ^777 
/ 0** Jill 


263 


947 


1611 


2209 


IRd 4840 


264 


948 








265 


949 


1612 


2210 


707 fiOSQ 
lot OU^y 


266 


950 








267 


951 


1613 


2211 


IRd l^QA 
/oh jjy\J 


268 


952 


1614 


2212 


IRd H7 
1 oh J J 1 


269 


953 


1615 


2213 


70fl ?7^fl£ 
iy\j z/juo 


270 


954 


1616 


2214 


784 £4£0 


271 


955 


1617 


2215 


787 81 70 
101 oijy 


272 


956 


1618 


2216 


784 'X 1 80 

IOH JI07 


273 


957 


1619 


2217 


784 

/OH i4jy 


274 


958 


1620 


2218 


70fl 1 1 047 

/yu 11:74/ 


275 


959 


1621 


2219 


784 4nn7 

/OH HUU/ 


276 


960 


1622 


2220 


784 40A7 
/ OH 4UU / 


277 


961 


1623 


2221 


784 4007 
/ OH HUU / 


278 


962 


1624 


2222 


784 4ftn7 

/ OH HUU / 


279 


963 








280 


964 


1625 


2223 


784 I^QS 
/OH Ljyo 


281 


965 


1626 


2224 


78^ 0^01 

1 0 J_Z jAj 


282 


966 








283 


967 


1627 


2225 


784 1017/; 
/OH IUIZO 


284 


968 


1628 1 


2226 


78S 1717 

/ O J_jAj£. 


285 


969 


1629 


2777 


78<; 37*10 i 


286 


970 


1630 


2228 


784 04^/; 

/ 04 ytfjo 


287 


971 


1631 


2229 


784 £74 "1 

/ OH O / H J 


288 


972 


1632 


2230 


780 41Q7 
/oy 41oZ 


289 


973 


1633 


2711 


784 CQ<'7 
/o4 003/ 


290 


974 r 


1634 


2232 


784 1 77/; 
/o4 I/ZO 


291 


975 


1635 


2233 


787 2898 


292 


976 


1636 f 


2234 


787 2898 


293 


977 


1637 j 


2235 


784J3743 


294 


978 


1638 


2236 


790 1713 


295 


979 


1639 


2237 


790 1713 


296 


980 








297 


981 


1640 


2238 


787 371 


298 


982 


1641 


2239 


784 10083 


299 


983 








300 


984 


1642 


2240 


787 1611 
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TABLE 9 



otLiVl ID JNU: oi 
iuii-jengin 


SEQ ID NO: of 

full lannil. 

luii-iengtn 

n on f I/I a 

pepuae 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 

1^1 0. ID JNU.) 


301 


985 


1643 


9941 


707 1 £1 1 
/O / iOl 1 


302 


986 


1644 


994? 


70/1 TTZS. 
/S4 / /DD 


303 


987 








304 


988 








305 


989 


1645 


9941 
ZZHJ 


/o4 Zt>4 


306 


990 


1646 


9944 


70/1 G71G 

/o4 y/jy 


307 


991 


1647 


9945 


78/1 £^0^ 
/2S4 COZJ 


308 


992 


164R 

1UHO 


994£ 


70/1 /1/CO£ 

/o4 40ZD 


309 


993 


1649 


9947 
ZZ^t / 


707 9 GOO 

/5/ syyy 


310 


994 


1650 


994ft 
ZZ*f o 


/o/ ZooO 


311 


995 


1UJ 1 


994Q 
zzty 


78/1 /17/11 
/04 4/4 J 


312 


996 


1652 


9950 


/o4 ODD J 


313 


997 


165^ 

1 U J J 


9951 


noA 07/K 
/o4 0Z4j 


314 


998 


1654 


99^9 
ZZ3Z 


HOA A/ZKA 

/84 40 j4 


315 


999 


1655 


9951 
A ADD 


*JQA Off 1 

/84 oDjI 


316 


1000 


1656 

1UJU 


9954 


794 <I007 
/S4 Doz/ 


317 


1001 


1657 


9955 


78/1 ilOC/t 

/o4_4y<S4 | 


318 


1002 


165K 

1DJO 


ZZJO 


HQA ACIQA 

/o4 4ya4 


319 


1003 


1650 


99^7 
ZZO / 


1QA 11 AC 

/o4 J 14!) 


320 


1004 


1660 


99^0 
ZZDO 


/o4 oUjo 


321 


1005 


1661 


99^G 

zz jy 


/o4 ioj/ 


322 


1006 


166? 


99AO 
ZZOU 


nor 1 1 Q1 

foD llyl 


323 


1007 


1663 


ZZOl 


/o4 DD6KJ 


324 


1008 


1664 


99£7 
ZZOZ 


/o4 Ozol 


325 


1009 


1665 


9961 
ZZOJ 


/o4 zloj 


326 


1010 


1666 


ZZ04 


non a IV7 

/o/ 4y/ 


327 


1011 


1667 


90^ 
ZZOD 


/o4 4U4/ 


328 


1012 


166R 


zzoo 


70/1 QTTO 
/o4 O / /Z 


329 


1013 


1660 


ZZO / 


*7Q1 101"7 

lyi 3ol7 


330 


1014 


1670 


9968 
ZZOo 


701 1017 1 

/yi o<5i/ i 


331 ! 


1015 


1671 


9960 

zzoy 


70i4 911^ 
/84 oil J 


332 


1016 


167? 


9970 
ZZ/U 


70^ "31/11 

/o4 J 141 


333 


1017 j 


1673 


9971 
ZZ/ 1 


784 1141 
/54 J141 


334 


1018 1 


1674 


9979 
ZZ/Z 


797 1£/t< 
/o/ 104 J 


335 


1019 


1675 


9971 
z^z / j 


78^ ISA 1 


336 


1020 


1676 


9974 
ZZ/*f 


70/1 ni7 
/o4 1 / J J 


337 


1021 


1677 


9975 
ZZ / D 


78/1 18^0 
(OH 15 JO 


338 


1022 


167R 


997/; 
ZZ/O 


70/1 1QCQ 

/o4 Iojo 


339 


1023 


1679 

1U / 27 


9977 
ZZ / / 


7on c i /zi 
/yi) j1o3 


340 


1024 


16R0 


7970 

zz/o 


/oj lUz 


341 


1025 


1681 


2279 


785 102 


342 i 


1026 


1682 


2280 


787 4041 


343 


1027 


1683 


2281 


792 3856 


344 


1028 


1684 


2282 


787 3012 


345 


1029 


1685 


2283 


787 3012 


346 


1030 


1686 


2284 


784 1108 


347 


1031 


1687 


2285 


785 435 


348 


1032 


1688 


2286 


785 2364 


349 


1033 


1689 


2287 


784 2969 


350 


1034 


1690 


2288 


784 7604 
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TABLE 9 



iji±>\£ iu iy\J* OI 

UUVlCVUUv 


o&\i 11) JNO: of 

frill-lArtnfli 

npnf irlf* 
atl J ucutc 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
.No. &hj\i ID NO.) ~ 


351 


1035 








352 


1036 


1601 


77R0 


ion int/z 
/o/_3Ulo 


353 


1037 


1607 


7700 


TO/1 OO/fl 

/o4 zz4z 


354 


1038 


1603 


7701 
zzy i 


*7QA "icevi 
fy\J zoUi 


355 


1039 


1694 


7707 
zzyz 


/o/ oyyy 


356 


1040 


1695 


7701 


HQA 

/o4 iDzo 


357 


1041 




9704 


/<S4 01-54 


358 


1042 


1607 
ivy i 


99CK 


/o4 5U25 


359 


1043 


1698 


ZZJJO 


TO/1 OIIO 

784 2119 


360 


1044 


1600 


9907 
zzy / 


/o/ Z/OZ 


361 


1045 


1700 


77QR 
zzyo 


HQ A 1 A1*71 
/o4 lUZ/i 


362 


1046 


1701 


77QQ 

zzyy 


/OJ Z/Ul 


363 


1047 


1702 


7infl 

ZjUU 


/&4 ycyz 


364 


1048 


1703 


7im 


/oD 1616 


365 


1049 








366 


1050 


1704 


71ft7 
ZaUZ 


/o!> joo 


367 


1051 


1705 


7101 


hqa onco 
/o4 oUjo 


368 


1052 








369 


1053 


1706 


71fi4 


/oy 1/06 


370 


1054 


1707 


7in^ 


/o7 10036 


371 


1055 


1708 

i / uo 


91fi£ 
ZoUO 


7o4 8381 


372 


1056 


1709 


ZJU/ 


TOT AACn 

/o7 4467 


373 


1057 


1710 




TOT AAC-1 

7o7 4467 


374 


1058 


1711 




/o/ 4467 


375 


1059 


1712 


9ii n 




376 


1060 


1713 


911 1 


HQA OI 

/o4 oz34 


377 


1061 


1714 


711 7 


*70 .4 >1 nn 

784 470 


378 


1062 


1715 


Zj 10 


TO/1 OO/IA 

/o4 8240 


379 


1063 








380 


1064 


1716 | 


9114 
Zj 14 


"70/1 A1 iC/T 

/o4 9166 


381 


1065 


1717 


711 ^ 

Z J 1J 


HQ A HQ£A 

/o4 /yo4 


382 


1066 


1718 


911 & 


*7flA *>1 1 1 O 

/yu ziiio 


383 


1067 


1719 


9117 
ZOI / 


*70/i /C/rcn 
/o4 6659 


384 


1068 


1720 


911 R 


/o4 ozo4 


385 


1069 


1721 


911 O 


HQH T1AO 

/S7 ZiOa 


386 


1070 


1722 


9i9n 

ZjZU 


HQA /1/IQC 

/o4_44oj 


387 


1071 


1723 


9191 
Z3Z 1 


TO/I ACOC\ 

/o4 4oo9 


388 


1072 


1 / Z*+ 


7177 

zJzz 


IOC 1 A A O 

785 1448 


389 


1073 


1725 


9191 r 
ZJZj 




390 


1074 


1776 I 


717,4 
Z.JZ4 


"70/1 AA"iO 

/o4 44zo 


391 


1075 


1727 


2325 


787 5857 


392 


1076 


1728 


2326 


784 8283 


393 


1077 


1729 


2327 


784 8283 


394 


1078 


1730 


2328 


784 1601 


395 


1079 


1731 


2329 


784 1601 


396 


1080 


1732 


2330 


784 1601 


397 


1081 


1733 


2331 


784 1601 


398 


1082 


1734 


2332 


784 1601 


399 


1083 


1735 


2333 


785 3693 


400 


1084 


1736 ] 


2334 


788 8918 
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TABLE 9 



SEO ID NO- of 
full-length 
nucleotide 
sequence 


OKj\£ iHKJi 01 

full-Ten oth 

peptide 

sequence 


ID XNvJ: 01 
contig nucleotide 
Mzquciiic 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 


401 


1085 


1737 


2335 


787 757 


402 


1086 


1738 


2336 


784 1007 
/ o*t i y\i 1 


403 


1087 


1739 


2337 


784 10178 


404 


1088 


1740 


2338 


784 10178 


405 


1089 


1741 


2339 


784 8515 


406 


1090 


1742 


2340 


784 8535 


407 


1091 


1743 


2341 


784 8515 


408 


1092 


1744 


2342 


784 8101 


409 


1093 


1745 


2343 


784 8101 


410 


1094 


1746 


2344 


787 1019Q 
lot 1 \J I /.y 


411 


1095 








412 


1096 


1747 


2345 


787 4408 
/ o / *r*+yo 


413 


1097 


1748 


2346 


787 4408 


414 


1098 


1749 


2347 


700 97171 


415 


1099 


1750 


2348 


787 4500 


416 


1100 


1751 


2349 


785 16QQ 

fOJ J07> 


417 


1101 


1752 


2350 


784 Q59 


41S 


1102 


1753 


2351 


784 059 


419 


1103 


1754 


2352 


787 1 871 

/Of AO/ 1 


420 


1104 


1755 


2353 


784 181*% i 


421 


1105 


1756 


2354 


785 9845 


422 


1106 


1757 


2355 


784 0914 
/ ot yz. i h 


423 


1107 


1758 


2356 


784 9919 


424 


1108 


1759 


2357 


784 9919 j 


425 


1109 


1760 


2358 


709 6140 
/ y& o v ny 


426 


1110 








427 


1111 


1761 


2359 


784 6709 

/Of U/l/Z 


428 


1112 


1762 


2360 


784 8154 


429 


1113 








430 


1114 








431 


1115 


1763 


2361 


787 0915 


432 


1116 








433 


1117 


1764 


2362 


785 9878 


434 


1118 


1765 


2363 


78*; 9878 


435 


1119 


1766 


2364 


784 10096 


436 


1120 


1767 


2365 


784 6965 


437 


1121 


1768 


2366 


785 9711 


438 


1122 


1769 


2367 


787 6916 


439 


1123 


1770 


2368 


785 1959 


440 


1124 








441 


1125 








442 


1126 


1771 


2369 


791 3415 


443 


1127 


1772 


2370 


785 3334 


444 


1128 


1773 


2371 


784 8215 


445 


1129 


1774 


2372 


784 10074 


446 


1130 


1775 


2373 


784 10074 


447 


1131 


1776 


2374 


784 3863 


448 


1132 








449 


1133 


1777 


2375 


784 2811 


450 


1134 


1778 


2376 


790 28311 
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TABLE 9 



full— I An erf h 
lUlt-lcllgUl 

nurlpnHHp 


otLyl lu JNU: of 
luii-iengtn 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
HO. btLQ ID NO.) 


451 


1135 


1779 


9^77 


7Q/1 /too 1 
/54 4ZZI 


452 


1136 


1780 


7178 

£*J 1 o 


/oD I4oU 


453 


1137 


1781 

L f OX 


9^70 
iy 


75/1 7COA 

/54 ZjZU 


454 


1138 


1782 


2380 


7$M 10 
/54 UIZ 


455 


1139 


1783 


9^81 


hqa /co o 
/54 Ojj 


456 


1140 


1784 


2382 




457 


1141 


1785 


9^8^ 


70c KQ(\ 


458 


1142 


1786 


7^84 




459 


1143 


1787 


738^ 

ZOO J 


78/1 7AA1 

/54 /UU1 


460 


1144 


1788 




7Q/1 7AA1 

/54 /UUl 


461 


1145 


1789 


7^87 


/oo DOD / 


462 


1146 


1790 


7^88 


784 AlA^ 
1 oh 4/43 


463 


1147 


1791 


9^89 

AJ07 


TC7 fiin< 

/5/ 0IU0 


464 


1148 


1792 


9390 


707 7777 
/5/ Z/Z/ 


465 


1149 


1793 


9391 


/54 jyju 


466 


1150 


1794 


9399 


7QO 1fK5/t 
/yu zUjo4 


467 


1151 


1795 


9393 


*7fi4 7^17 

/54 zoiz 


468 


1152 


1796 


9394 


7Q7 7Q/:« 


469 


1153 


1797 


939S 


707 7Q/rr 

/o/ zyoD 


470 


1154 


1798 


9396 


707 OiCvl 1 

/5/ O041 


471 


1155 


1799 

1 / 77 


93Q7 


70c 777/i 

/50 J//4 


472 


1156 








473 


1157 


1800 


9198 


/54 504Z 


474 


1158 


1801 


71QO 

AJ77 


/54 o.)4Z 


475 


1159 








476 


1160 


1802 


9400 


7QA 


477 


1161 


1803 


9401 


70c /fin 
/oj 4IU 


478 


1162 








479 


1163 


1804 


2402 


754 31D4 


480 


1164 








481 


1165 


1805 


9401 


70c in'J^ 
/5D jUJO 


482 


1166 


1806 


9404 

i*t\J*T 


toy 405 j 


483 


1167 








484 


1168 


1807 


9405 


/o4 Oolo 


485 


1169 


1808 i 


9406 


/o4 jyoi 


486 


1170 


1809 ! 


9407 


70c "3070 


487 


1171 


1810 


9408 


/54 ZD 50 


488 


1172 


1811 


9409 

Z.*T\77 


/64 ODjy 


489 


1173 


181? 


7410 


/o4 Ojjy 


490 


1174 


1813 


941 1 


/o4 OD^y 


491 


1175 


1814 


2412 


784 8016 


492 


1176 


1815 


2413 


787 10370 


493 


1177 


1816 


2414 


784 5450 


494 


1178 


1817 


2415 


787 7533 


495 


1179 


1818 


2416 


785_3119 


496 


1180 


1819 


2417 


785 3120 


497 


1181 


1820 


2418 


785 3122 


498 


1182 


1821 


2419 


784 9756 


499 


1183 


1822 


2420 | 


784 4843 


500 


1184 


1823 


2421 


784 441 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) * 




1 1 OC 


i on a 

1824 


2422 


7S4 1095 


jUZ 


1 1 oc 
I 100 


1825 


2423 


784 1066 


Kni 
j\)d 


i i on 
1 187 


1826 


2424 


785 206 




1 1 oo 

1 loo 


1827 


2425 


784 4128 


3Uj 


i 1 oa 

1 ioy 


1828 


2426 


784 4128 


cn*c 
DUD 


1190 


1829 


2427 


784 4128 


jU/ 


i iyi 


1830 


2428 


790 27336 


<TAO 

DUo 


1 192 










1 193 


1831 


2429 


784_2678 


MU 


1 194 


1832 


2430 


784 3456 


J 1 A 


1 1 AC 

1195 








MZ 


1 1 C\£. 

1 196 


1833 


2431 


785 582 


31.5 


i i no 
1197 








M4 


1 1 no 
1198 


1834 


2432 


789 4888 


MO 


i 1 nn 

ll 99 


1835 


2433 


789_4172 


3IO 


1200 


1836 


2434 


784 9397 


^1*7 

M / 


1201 








Mo 


1202 


1837 


2435 


784 1307 


My 


1 oai 

1203 


1838 


2436 


789 5903 


jZU 


1204 


1839 


2437 


784 9886 


DZI 


1 OAC 

1205 


1840 


2438 


784 2293 


0ZZ 


1206 


1841 


2439 


784 5604 


C07 
jZJ 


1 OAT 

1207 


1842 


2440 


784 7569 


jZ4 


120o 








J ZD 


1209 


1843 


2441 


784 9399 


DZO 


1 Ol A 

1Z10 


1844 


2442 


784 5253 


DZ/ 


1 O 1 1 

121 1 ] 


1845 


2443 


784 8932 


OZo 


ion 

1212 


1846 


2444 


784 7850 


Dzy 


nn 
1213 


1847 


2445 


787 10375 


CTA 


1 O 1 A 

1214 


1848 


2446 


792_2784 


DM 


i o i c 
1215 


1849 


2447 


784 2550 


-)JZ 


1216 


1850 


2448 


784J066 


Odd 


1 O 1 O 

1217 


1851 


2449 


785 2240 


S1A 


1 Ol Q 


1852 


2450 


785J76 






1853 


2451 


792 6297 




1 OTA 

1ZZU 








jj / 


1221 


1854 


2452 


792 1062 


JJO 


1 ooo 


1 occ 

1855 


2453 


784 9474 




\223 








n 

0411 


1224 








541 


1225 


1 O JU 


OA^A 


HQA 1000 

/o4 joyo 


542 


1226 


1857 


2455 


784_4445 


543 [ 


1227 


1858 


2456 


784 9615 


544 


1228 


1859 


2457 


784 10126 


545 


1229 


1860 


2458 


784 9880 


546 


1230 








547 


1231 


1861 


2459 


785 3774 


548 


1232 


1862 


2460 


785 3774 


549 


1233 


1863 


2461 


785 3774 


550 


1234 


1864 


2462 


784 1315 
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TABLE 9 



SEQ ID NO: of 
iull-Iengtn 
nucleotide 
sequence 


SEQ ID NO: of 
full-length 
peptide 
sequence 


SEQ ID NO: of 
contig nucleotide 
sequence 


SEQ ID NO: of 
contig peptide 
sequence 


Identification of 
Priority Application 
that contig nucleotide 
sequence was filed 
(Attorney Docket 
No. SEQ ID NO.) * 


551 


1715 








552 


1716 


1 8£^ 


2463 


790 16605 


553 


1717 


1 OOO 


'I AC A 


784 2311 


554 


1718 


1 B£7 
1 oO / 


z4o5 


787 8252 


555 


171Q 


1 8<B 
loOO 


2466 


784 5605 


556 


1740 


1 B£0 


2467 


784 3824 


557 


1741 








558 


1242 


1 S7H 
lo/U 


2468 


785 3563 


559 


1741 


1 871 
lo / 1 


2469 


790 20271 


560 


1744 








561 


1745 








562 


1746 


1 879 
lo /Z 


2470 


790 5164 


563 


1747 


1 871 
loll 


2471 


785 3680 


564 


1748 


1 87/1 


2472 


784 2988 


565 


174Q 


1 87^ 

loO 


2473 


787 4774 


566 


1750 








567 


1751 


1 87< 


2474 


784 9364 


568 


1757 

1ZJZ 


1 877 
lo // 


2475 


784 9364 


569 


1751 


1 878 

lo/o 


2476 


784 8765 


570 


1754 








571 


1755 


1 B7Q 


2477 


790 12841 


572 


1756 


1 QQA 


2478 


787 4398 


■J t D 


17^7 
iZJ / 


lool 


2479 


787 4398 


574 


1758 
1ZJO 








575 


175Q 








576 


1760 


1 889 
looZ 


2480 


788 12600 


577 


1761 


1 881 

lOOO 


2481 


790 16405 


578 


1767 


1 88/1 
15o4 


2482 


787 7025 


579 


1761 








580 


1764 


1 8B< 
lOOO 


2483 


784 4168 


581 


1765 


188/; 
looO 


1AOA 

2484 


790 26483 


582 


1766 


1 887 

loo/ 


2485 ! 


790 26483 


583 


1767 








584 


1768 


1 888 

looo 


2486 


790 2440 


585 


1760 








586 


1 770 
1Z / U 


1 880 

looy 


2487 


784 1755 


587 


IZ/ 1 








588 


1 777 

IZ /Z f 


1 BOA i 


2488 


790 21 097 


589 


1 971 








590 


1974 


1 801 


2489 


787 4393 


591 


1275 


1892 


2490 


784 3590 


592 


1276 


1893 


2491 


787 933 1 


593 


1277 


1894 


2492 


790 8149 1 


594 


1278 








595 1 


1279 


1895 


2493 


787_6126 


596 


1280 


1896 


2494 


785 3201 


597 


1281 


1897 


2495 


784 360 


598 


1282 


1898 


2496 | 


784 360 


599 


1283 


1899 


2497 


784 360 


600 


1284 


1900 


2498 


784 270 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


full-length 


full-length 


contig nucleotide ' 


contig peptide 


Priority Application 


nucleotide 


peptide 


sequence 


sequence 


that contig nucleotide 


sequence 


sequence 






sequence was filed 










(Attorney Docket 










No. SEQ ID NO.) ft 


601 




1 GA1 

iyu i 


z4yy 


784 5003 


602 


19R6 
izoo 


1 OfV) 

iyuz 


OCAA 


784 6919 


601 


19R7 


1 Ofll 




790 27941 


UL/t 


izoo 


iyu4 


zjUz 


*7AA 1 OC 1 C 

790 19516 


UuJ 


19S0 


iyu5 


Z5U3 


TO C t AIM 

785 1001 


606 


1900 










1 9Q1 


iyut> 


z5U4 


70/1 -j 

784 1320 




1909 


1 Q/Y7 

iyu/ 


Z5U5 


/o5 3o0o 


60Q 


1 9Q1 


i one 


25UO 


785 3606 


610 

O 1U 


1904 


iyuy 


z5U/ 


*TQ>I oof 1 

784 8851 


Oil 


1 90^ 








OIZ 


1906 


i oi n 
iy iu 


z5U8 


*7AO /I 

/yz 4796 


611 


1907 

IZi* / 


1 Ol 1 

iy i 1 


zouy 


TQ"7 1 A^O 

787 1962 


oi*t 


1 70S 


lyiz 


1C1 A 

2510 


7871 962 


61 ^ 


1 700 

izyy 








616 

OlO 


i ioa 


1 Q1 1 

iy i j 


1C1 1 

2511 


Hf A1 >4 vt 1 A 

791 4419 


617 


1 jUI 


1 Q1 A 

iy 14 


2512 


784 287 


61 8 

OlO 


1 109 

1 D\JZ 


1 Ol c. 

iy i j 


2513 


784 287 


610 
Oiy 


1 JU3 








690 

Oil/ 


13U4 


iyio 


TC1 y< 
2514 


784 4933 


691 

OZ1 


no* 


ion 

iyi / 


TCI C 

2515 


784 4933 


699 
OZZ 


13U0 








691 


1 107 


iy lo 


2516 


784 1318 


694 




iyiy 


2517 


784 3284 


69 S 

UZJ 


1 ino 
i juy 


iyzu 


TCI o 

2518 


784 3284 


696 
ozo 


1110 


1Q91 

lyzi 


ici n 

25iy 


784 915 


697 
oz / 


i 1 1 


1 OOO 

iyzz 


2520 


TO A T*^y 1 

784 7261 


69 R 


1 j 1Z 


1 AT2 

iyzi 


OC1 1 

2521 


TO A C 1 /> 

784 51 06 


690 
ozy 


i n i 


iyz4 


2522 


TOC f AO 

785 598 


610 


111/1 


iyzo 


2523 


787 4996 


611 


1115 
1 J 1 J 


1 Q7£ 

iyzo 


z5z4 


toc ncn 

785 1259 


632 


1116 

1 JiD 


1 077 

iyz / 


z5z5 


TOC 1 OCA 

785 1259 


633 


1117 

1j1 / 


1 078 


z5zo 


TAT yfylAO 

792 4498 


614 

UJt 


1118 

IjIo 








615 


1110 


1 Q7Q 

iyzy 


252/ 


784 4291 


616 


1190 
1 jZU 


1 Q1A 


2528 


TO A ilOAT 

784 4291 


617 


1 791 


lyji 


2529 


TO <l TAA1 

784 7003 


61R 


1 197 

uzz 


iyjz 


2530 


TO /J TTO* 

784 7701 


61Q 






2531 


784 7701 


Ohkj 


I Jz4 


iy34 


2532 


TO VJ rt^^A 

784 2330 


641 


1325 


1935 


9S11 


7R0 ^9S4 


642 


1326 


1936 


2534 


789 6254 


643 


1327 


1937 


2535 


785_2282 


644 


1328 


1938 


2536 


790_23335 


645 


1329 








646 


1330 


1939 


2537 


785 2954 


647 


1331 








648 


1332 








649 


1333 








650 


1334 
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TABLE 9 



SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


SEQ ID NO: of 


Identification of 


r* til , > « 

full-length 
nucleotide 


full-length 
peptide 


contig nucleotide 
sequence 


contig peptide 
sequence 


Priority Application 
that contig nucleotide 


sequence 


sequence 






sequence was filed 
(Attorney Docket 


651 


i 115 


io4n 


9518 


/o4 ozyu 


A59 


t 116 


1 QAt 


951Q 


/o4 14Uo 


651 


1117 


1049 


954ft 


784 5974 


654 


111R 








655 

UJJ 


1 HQ 








656 


1 140 








657 


1 141 


1041 


9541 
Z341 




65R 


1149 










1 141 


1044 


9549 
Z04Z 


080 oocn 
/ o / zyoU 


66fl 


11/14 


1Q45 


9541 


OC4 AQ1Q 
/o4 4olo 


661 


1 145 


1 Q46 


0 544 
ZD44 


/o4 3143 


669 

ooz 


1 146 


1 QAH 


05/15 

zD4j 


/<S4 yioy 


661 


1 147 


1042 


954/? 
Z340 


OC5 1 586 


664 
004 


1 14fi 


1 O/IO 

iy4y 


Z04/ 


/o4 lOOU 


665 


1 14Q 


105ft 
iyju 


954Q 
Z340 


/o4 yozy 




ii5fl 


1Q51 


9540 
ZD4y 


78/1 Q04B 
/ 04 yZ4o 


667 


1151 


1059 


955ft 


787 7ft69 
/ o / / UOZ 


66R 
ouo 


1159 
I jjz 


1G51 

1 7J J 


9551 
ZD J 1 


nQA OOB£ 
/o4 /ZOO 


66Q 


1 151 








67ft 


1 154 
I jD4 


1 Q54 


0550 
ZJJZ 


*70C O^yl 
/OJ zj4 


671 
O / 1 


1 155 


1055 

17JJ 


0551 


/o4 OOO/ 


679 
o /z 


1 156 


1 056 


955/1 


TO/1 *7AOn 

/o4 /UzU 


671 


1 / 


1 Q50 
lyj 1 


Z03j 


/o4 /UzO 


674 


1 158 




0556 


TOO 1 <11 


675 


1359 


1959 


2557 


7R7 9098 


676 


1360 


1960 


2558 


785 2715 


677 


1361 


1961 


2559 


784 6946 


678 


1362 


1962 


2560 


784 6946 


679 


1363 


1963 


2561 


784 935 


680 


1364 


1964 


2562 


784 1103 


681 


1365 








682 


1366 


1965 


2563 


784 1601 


683 


1367 


1966 


2564 


785 122 


684 


1368 









784_XXX = SEQ ID NO: XXX of Attorney Docket No. 784, US Serial No. 09/488,725 filed 01/21/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 784CIP, US 
Application Serial No. 09/552,317, filed April 25, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 784CIP3A/PCT, PCT Serial No. PCTYUS00/35017 filed 
December 22, 2000, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

785JOCX = SEQ ID NO: XXX of Attorney Docket No. 785, US Serial No. 09/491,404 filed 01/25/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 785CIP3/PCT, PCT 
Serial No. PCT/US0 1/02623 filed January 25, 2001, which is incorporated herein by reference in its entirety, 
including Tables, and Sequence Listing. 
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787JOCX = SEQ ID NO: XXX of Attorney Docket No. 787, US Serial No. 09/496,914 filed 02/03/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 787CIP, US 
Application Serial No. 09/560,875, filed April 27, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 787CIP3/PCT, PCT Serial No. PCT/US0 1/03 800 filed 
February 5, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

788_XXX = SEQ ID NO: XXX of Attorney Docket No. 788, US Serial No. 09/5 15,126 filed 02/28/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 788CIP, US 
Application Serial No. 09/577,409, filed May 18, 2000, which in rum is a parent application of continuation-in- 
part application bearing Attorney Docket No. 788CIP3/PCT, PCT Serial No. PCT/US01/04927 filed February 
26, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

789JCXX = SEQ ID NO: XXX of Attorney Docket No. 789, US Serial No. 09/5 19,705 filed 03/07/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 789CIP, US 
Application Serial No. 09/574,454, filed May 19, 2000, which in turn is a parent application of continuation-in- 
part application bearing Attorney Docket No. 789CIP3/PCT, PCT Serial No. PCT/US01/04941 filed March 5, 
2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

790_XXX - SEQ ID NO: XXX of Attorney Docket No. 790, US Serial No. 09/540,217 filed 03/31/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 790CIP, US 
Application Serial No. 09/649,167, filed August 23, 2000, which in turn is a parent application of continuation- 
in-part application bearing Attorney Docket No. 790CIP3/PCT, PCT Serial No. PCT/US0 1/08631 filed March 
30, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and Sequence 
Listing. 

791JCXX = SEQ ID NO: XXX of Attorney Docket No. 791, US Serial No. 09/552,929 filed 04/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing Attorney Docket No. 791 CIP, US 
Application Serial No. 09/770,160, filed January 26, 2001, which in turn is a parent application of 
continuation-in-part application bearing Attorney Docket No. 791CIP3/PCT, PCT Serial No. PCT/US01/8656 
filed April 18, 2001, both of which are incorporated herein by reference in their entirety, including Tables, and 
Sequence Listing. 

792_XXX = SEQ ID NO: XXX of Attorney Docket No. 792, US Serial No. 09/577,408 filed 05/18/2000, the 
entire disclosure of which, including sequence listing, is incorporated herein by reference. This application is 
the parent application of a continuation-in-part application bearing 792CIP3/PCT, PCT Serial No. 
PCT/US01/14827 filed May 16, 2001, which is incorporated herein by reference in its entirety, including 
Tables, and Sequence Listing. 
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WHAT IS CLAIMED IS: 

1 . An isolated polynucleotide comprising a nucleotide sequence selected from the group 
consisting of SEQ ID NO: 1-684. 

2. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide hybridizes to the polynucleotide of claim 1 under stringent hybridization 
conditions. 

3. An isolated polynucleotide encoding a polypeptide with biological activity, wherein 
said polynucleotide has greater than about 99% sequence identity with the polynucleotide of 
claim I. 

4. The polynucleotide of claim 1 wherein said polynucleotide is DNA. 

5. An isolated polynucleotide of claim 1 wherein said polynucleotide comprises the 
complementary sequences. 

6. A vector comprising the polynucleotide of claim 1 . 

7. An expression vector comprising the polynucleotide of claim 1 . 

8. A host cell genetically engineered to comprise the polynucleotide of claim 1 . 

9. A host cell genetically engineered to comprise the polynucleotide of claim 1 
operatively associated with a regulatory sequence that modulates expression of the 
polynucleotide in the host cell. 

1 0. An isolated polypeptide, wherein the polypeptide is selected from the group consisting 
of: 

(a) a polypeptide encoded by any one of the polynucleotides of claim 1 ; 
and 

(b) a polypeptide encoded by a polynucleotide hybridizing under 
stringent conditions with any one of SEQ ID NO: 1-684. 
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11. A composition comprising the polypeptide of claim 10 and a earner. 

1 2. An antibody directed against the polypeptide of claim 10. 

13. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polynucleotide of claim 1 for a period sufficient to form the complex; and 

b) detecting the complex, so that if a complex is detected, the 
polynucleotide of claim 1 is detected. 

14. A method for detecting the polynucleotide of claim 1 in a sample, comprising: 

a) contacting the sample under stringent hybridization conditions with 
nucleic acid primers that anneal to the polynucleotide of claim 1 under such conditions; 

b) amplifying a product comprising at least a portion of the 
polynucleotide of claim 1; and 

c) detecting said product and thereby the polynucleotide of claim 1 in the 

sample. 

15. The method of claim 14, wherein the polynucleotide is an RNA molecule and the 
method further comprises reverse transcribing an annealed RNA molecule into a cDNA 
polynucleotide. 

16. A method for detecting the polypeptide of claim 10 in a sample, comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form the 
complex; and 

b) detecting formation of the complex, so that if a complex formation is 
detected, the polypeptide of claim 10 is detected. 



17. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 
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a) contacting the compound with the polypeptide of claim 10 under 
conditions sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound complex 
is detected, a compound that binds to the polypeptide of claim 10 is identified. 

18. A method for identifying a compound that binds to the polypeptide of claim 10, 
comprising: 

a) contacting the compound with the polypeptide of claim 10, in a cell, 
under conditions sufficient to form a polypeptide/compound complex, wherein the complex 
drives expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence expression, 
so that if the polypeptide/compound complex is detected, a compound that binds to the 
polypeptide of claim 10 is identified. 

1 9. A method of producing the polypeptide of claim 1 0, comprising, 

a) culturing a host cell comprising a polynucleotide sequence selected 
from the group consisting of any of the polynucleotides from SEQ ID NO: 1-684, under 
conditions sufficient to express the polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

20. An isolated polypeptide comprising an amino acid sequence selected from the group 
consisting of any one of the polypeptides SEQ ID NO: 685-1368. 

21. The polypeptide of claim 20 wherein the polypeptide is provided on a polypeptide 
array. 

22. A collection of polynucleotides, wherein the collection comprising of at least one of 
SEQ ID NO: 1-684. 

23. The collection of claim 22, wherein the collection is provided on a nucleic acid array. 

24. The collection of claim 23, wherein the array detects full-matches to any one of the 
polynucleotides in the collection. 
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25. The collection of claim 23, wherein the array detects mismatches to any one of the 
polynucleotides in the collection. 

26. The collection of claim 22, wherein the collection is provided in a computer-readable 
format. 
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